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  Our group has been studying plant adaptation to 
environmental stresses at the molecular level. Especially, 
we focus on chloroplasts that participate in the energy 
transfer systems of photosynthesis.
1. Plant adaptation mechanism for photodamage
  Light energy constantly damages photosynthetic 
apparatuses, ultimately causing impaired growth. 
Particularly, the sessile nature of higher plants has 
allowed chloroplasts to develop unique mechanisms to 
alleviate the irreversible inactivation of photosynthesis. 
Photosystem II (PSII) is a primary target of photodamage., 
D1 protein in the repair cycle of PSII needs to be 
efficiently degraded to avoid photodamage. Photosynthetic 
organisms have evolved the so-called PSII repair cycle, 
in which a reaction center protein, D1, is degraded 
rapidly in a specific manner. Two proteases that perform 
processive and endopeptidic degradation, FtsH and Deg, 
respectively, participate in this cycle. We demonstrate in 
vivo cooperative degradation of D1, in which Deg cleavage 
assists FtsH processive degradation under photoinhibitory 
conditions.
2. Essential Role of VIPP1 in Chloroplast Envelope 
Maintenance in Arabidopsis
  VESICLE-INDUCING PROTEIN IN PLASTIDS1 
(VIPP1), proposed to play a role in thylakoid biogenesis, 
is conserved in photosynthetic organisms and is closely 
related to Phage Shock Protein A (PspA), which is 
involved in plasma membrane integrity in Escherichia 
coli. This study showed that chloroplasts/plastids in 
Arabidopsis thaliana vipp1 knockdown and knockout 
mutants exhibit a unique morphology, forming balloon-like 
structures. This altered morphology, as well as lethality 
of vipp1, was complemented by expression of VIPP1 
fused to green fluorescent protein (VIPP1-GFP). Several 
lines of evidence show that the balloon chloroplasts 
result from chloroplast swelling related to osmotic stress, 
implicating that VIPP1 is involved in the maintenance of 
plastid envelopes. Our data demonstrate that VIPP1 is a 
multifunctional protein in chloroplasts that is critically 
important for envelope maintenance.
3. Molecular mechanism of organellar DNA degradation 
during pollen development
  In plant cells, mitochondria and plastids contain their 
own genomes derived from the ancestral bacteria 
endosymbiont. We genetically dissected the organelle 
DNA decrease in pollen, a phenomenon that appears 
to be common in most angiosperm species. By staining 
mature pollen grains with fluorescent DNA dye, we 
screened Arabidopsis thaliana for mutants in which 
extrachromosomal DNAs had accumulated. Such a 
recessive mutant, termed defective in pollen organelle 
DNA degradation1 (dpd1), showing elevated levels of 
DNAs in both plastids and mitochondria, was isolated and 
characterized. DPD1 encodes a protein belonging to the 
exonuclease family, whose homologs appear to be found in 
angiosperms.
4. Molecular mechanism underlying starch grain 
morphologies diversified among plant species
  Starch is a biologically and commercially important 
polymer of glucose and is synthesized to form starch 
grains (SGs) inside the plastids (amyloplasts). Despite 
the simple composition of glucose polymer, SG exhibits 
various morphologies and sizes depending on plant 
species. However, the molecular mechanisms underlying 
this SG diversity remain unknown. To answer this 
question, we are now analyzing several rice mutants 
defective in SG morphologies.























ものを対照とした。葉 total RNAから作製した cRNAを





こ ろ、26% が「response to stress」、18% が「response 
to abiotic stimulus」であった。Real-Time PCR法により
HSP gene、ROS scavenging gene、PR geneの発現量を検
討したところ、宇宙栽培ミズナでは対照と比べ HSP17、





















  We have been studying the physiological functions and 
diversity of cells during plant growth at the molecular 
level using biochemical techniques.
1. Expression of stress/defense-related genes in Mizuna 
grown in space
  In space, plants are exposed to the extreme environment, 
especially space radiation is suspected to induce oxidative 
stress by generating high-energy free radicals and 
microgravity would enhance the effect of space radiation. 
However, our current understanding of plant growth and 
to the synergistic effect of radiation and microgravity is 
limited to a few experiments. In this study, expression 
of stress/defense-related genes in Mizuna grown in 
the International Space Station (ISS) was analyzed to 
understand the plant responses and adaptation to the 
space environment and to develop plants tolerant to stress 
in space. Seeds of Mizuna were sown in the root module 
of a plant growth chamber LADA onboard the Zvezda 
module of ISS and the seedlings were grown under 24h 
lighting in the shoot module. After 27 days of cultivation, 
the plants were harvested and stored at -80℃ in MELFI 
onboard the Destiny module, and were transported to 
the ground at < -20℃ in GLACIER onboard the Space 
Shuttle.  Cultivation under the same conditions was 
carried out in LADA on the ground as a control. Total RNA 
isolated from leaves was subjected to microarray analysis 
using the Agilent Arabidopsis OligoMicroarray (4 x 44k). 
Expression levels of 2,193 and 439 genes were increased 
and decreased to more than 2-fold respectively in Mizuna 
grown in space when compared to those of the control. 
Functional categorization of Gene Ontology showed that 
about 26 and 18% of the increased genes are ‘response 
to stress’ and ‘response to abiotic stimulus’ respectively. 
Expression levels of HSP genes, ROS scavenging genes, 
and PR genes in Mizuna grown in space were compared 
with those in the control by quantitative RT-PCR. HSP17, 
HSP18, HSP90, CAT, PR-1a, and PAL genes in Mizuna 
grown in space were increased about 3.7, 1.9, 1.4, 9.7, 
1.8, and 2.0 times respectively, whereas HSP27, SOD, 
PR-2, and PR-13 genes were decreased about 0.4, 0.3, 
0.7, and 0.2 times respectively. These results suggest 
that the signal response or signal factor induced by the 
space environment is different from that induced by other 
environmental stresses.
2. Analysis of the cell walls of Scopelophila cataractae
  Cell mass of Scopelophila cataractae protonema 
increased linearly from the start up to 90 d in normal 
and heavy metal (Cu and Zn)-enriched culture medium. 
Uronic acids were found in similar amounts in both control 
and Cu- and Zn-treated cell walls, whereas the amounts 
of arabinose and galactose decreased to 61～ 67% in the 
Cu- and Zn-enriched cell walls. Several glycosidase and 
glycanase activities were detected in the homogenates of 
control and Cu-treated cells after successive extraction 
with the buffer and buffer containing LiCl. The activi-
ties ofα-L-arabinofuranosidase and β-galactosidase in the 
soluble protein fractions from Cu-treated cells increased 
3-fold. These findings suggest that the metabolism of cell 
walls of heavy metal-treated cells is different from that of 
the control cells.






















はミトコンドリアの nad4 mRNAの一つの RNA編集に
関与していることを明らかにした。ABA応答に関与す




















  Our group is studying the molecular mechanisms of 
environmental stress responses, mainly abiotic stress 
response, in plants at levels from gene expression to 
individual behavior.  Phytohormones such as abscisic acid 
(ABA) are deeply involved in the various stress responses 
of plants. Currently, our research is focused on the action 
of these plant hormones. 
1. Analysis of the ABA hypersensitive mutants and ABA 
signal transducers
  We are analyzing ABA hypersensitive mutants ahg2-1 
and ahg11-1 to obtain more insight into ABA response 
mechanisms.  We previously demonstrated that AHG2 
and AGS1, which are the products of the suppressor 
mutant gene for ahg2-1, function in mitochondria as 
a polyA specific ribonuclease and a polyA polymerase, 
respectively.  This year, we analyzed the functions of these 
factors in more detail.  We also examined the protein 
levels of purified mitochondria and found that the balance 
in the protein complex is compromised somehow in the 
ahg2-1 mutant.  AHG11 encodes a pentatricopeptide 
repeat (PPR) protein that is involved in the RNA editing 
of a mitochondrial mRNA. This year, we identified nad4 
transcripts as the target of AHG11.  AHG1 and AHG3 have 
unique features among the protein phosphatase 2C (PP2C) 
that are involved in the ABA response; they are localized 
in the nucleus and show high expression in seeds.  We 
found that one component of co-repressor complex 
interacted with these PP2Cs specifically. We also identified 
another PP2C that interacts with this component. We tried 
to establish a multiple disruptant mutant of these three 
PP2Cs but have not succeeded, which implies that these 
three PP2Cs have essential functions.  
2. Analysis of the stomata regulation system
  We have been investigating the regulation mechanism 
of stomatal movement in response to environmental 
stimuli. Phospholipase D (PLD) was identified as a protein 
whose quantity was up-regulated by ABA in guard cells 
by MALDI-TOF mass spectrometry. Among several PLDs 
in the Arabidopsis genome, PLDα1 disruption resulted in 
hypo-sensitivity in ABA prevention of stomatal opening, 
but not in the closure. On the other hand, the double 
disruption of PLDα1 and PLDδ genes showed hypo-






















































  Our group focuses on the mechanisms of uptake and 
accumulation of essential, beneficial and toxic minerals, 
and tolerant mechanisms of plants to mineral stresses 
at different levels from intact plants to genes.  Our main 
achievements during 2012 are described below.
1. Identification of a transporter for Cu distribution 
  We identified a transporter for distribution of Cu in 
rice.  OsYSL16 is a transporter for Cu-nicotianamine 
complex.  OsYSL16 was expressed in the roots, leaves, 
and unelongated nodes at the vegetative growth stage and 
highly expressed in the upper nodes at the reproductive 
stage. OsYSL16 was localized at the phloem of nodes and 
vascular tissues of leaves.  Knockout of OsYSL16 resulted 
in decreased translocation of Cu from old leave to new 
leaves, and from flag leaf to panicles.  
2. Molecular mechanisms of aluminum tolerance   
  We found that 1-kb insertion in the upstream of Al-
tolerance gene HvAACT1 regulates its expression in 
barley.  This insertion functions as a promoter, which 
not only enhances the expression of HvAACT1, but also 
changes the expression location to the root tips.  The 
insertion was only found in cultivars that have adapted to 
acid soils.
  We found that up-regulation of a plasma membrane-
localized Mg transporter OsMGT1 conferred Al tolerance 
in rice.  OsMGT1 expression is regulated by a transcription 
factor ART1 
3. Identification of a transporter for Mn and Cd 
  We found that OsNramp5, a member of Nramp family, 
is a major transporter for Mn and Cd uptake in rice. 
OsNramp5 was mainly expressed in the roots and its 
expression was unaffected by either Mn deficiency or 
excess. OsNramp5 was localized on the distal side of both 
exodermis and endodermis in the roots.  Knockout of 
OsNramp5 resulted in decreased Mn uptake as well as Cd 
uptake.  Subsequently, the concentration of both Mn and 
Cd in the grain and straw was remarkably reduced.The 
grain yield was also decreased.
4. Identification of transporters involved in Si distribution 
in barley
  We identified two transporters (HvLsi6 and HvLsi2) 
responsible for Si distribution in the shoot.  HvLsi6 was 
polarly localized in the xylem parenchyma cells of leaves, 
implicating that HvLsi6 is involved in the xylem unloading 
of Si.  At the reproductive stage, HvLsi6 and HvLsi2 were 
polarly localized in the xylem transfer cells and adjacent 
parenchyma cell layer of the node, respectively, suggesting 
that they are involved in the intervascular transfer of Si.




















































  Our research has been focused on aluminum (Al) ion, a 
major inhibitory factor of plant growth in acidic soils, and 
analysis of the mechanisms of Al toxicity and tolerance, 
using a cultured cell system and whole plants. Since Al-
enhanced production of reactive oxygen species (ROS) 
is related to cell death, the production mechanism of 
ROS as well as the mechanism of protection from ROS 
have been examined, focusing on energy metabolism. For 
Al-tolerance mechanism, the functional and structural 
features of the ALMT gene, a major Al tolerance gene in 
wheat, have been studied. In addition, since the ALMT 
gene and its homologues have been found only in plants, 
we are trying to elucidate the functions of individual 
ALMT genes. Our research in 2012 is outlined below:
1. Aluminum tolerance mechanism related to energy 
metabolism
  Cultured tobacco cell line SL produces ROS under Al 
stress, which is related to mitochondrial dysfunction. 
On the other hand, the Al-tolerant cell line ALT301 
isolated from SL seldom produces ROS under Al stress. 
The activities of three key enzymes working at each step 
from pyruvate to either lactate fermentation, ethanol 
fermentation or TCA cycle were examined. Compared 
to SL, ALT301 exhibits higher enzyme activity of lactate 
fermentation, but a lower activity towards TCA cycle, 
These results suggest that the Al-tolerant cell line avoids 
ROS production under Al stress by a shift of energy 
metabolism pathway from mitochondrial oxidative 
phosphorylation to lactate fermentation.
2. Mechanism of Aluminum-induced Cell Death in Plant 
Cells 
  Programmed cell death in plant cells is known to be 
induced by at least two different pathways, mitochondrial 
pathway and vacuolar pathway.  The latter pathway 
involves the vacuolar processing enzyme (VPE) which is 
located in vacuole and is reported to cause programmed 
cell death. In this study, the possible involvement of VPE 
in Al-induced cell death was investigated in tobacco cell 
line SL. Neither the expression of the VPE genes nor 
VPE enzyme activity were affected by Al. These results 
suggest that Al-induced cell death in SL could be via the 
mitochondrial pathway, and not the vacuole pathway.  
 
3. Modification of the ALMT transporters for effective 
aluminum activation
  Aluminum (Al)-activated malate transporter of wheat 
(TaALMT1) consists of the hydrophobic amino-terminal 
(NT) domain half, with transmembrane region and 
the hydrophilic carboxyl-terminal (CT) domain half. A 
homolog of Arabidopsis, AtALMT1, was also reported to 
be an Al-activated transporter having a structure similar 
to that of TaALMT1. Using these ALMTs, we prepared 
the chimera constructs with NT- and CT-domain halves 
replaced by CT and NT-domain halves, respectively, and 
analyzed the electrophysiological properties, focusing on 
Al activation in Xenopus oocyte. The transport activity 
of TaALMT1 was highly activated by Al as reported 
previously, while that of AtALMT1 was seldom activated 
in our system. In the chimeric proteins, the Al-activation 
was higher in Ta::At than in TaALMT1, but not determined 
in At::Ta. These results suggest that the NT domain half of 
AtALMT1 limits the Al-activation of the malate transport 
in the oocyte system.

















































  We have been conducting molecular, cellular, and physi-
ological studies on the responses of plant cells to envi-
ronmental stress. Now we focus on the water transport 
activity, aquaporins and ion transporters. Aquaporins are 
membrane proteins transporting water and low weight 
neutral molecules, and sub-classified into PIP (plasma-
membrane type), NIP (Nodulin-26 like), and others. Cyclic 
nucleotide-gated channels (CNGCs) are ion transporters 
and suggested to be a gate of ion influx into cells in salt 
stress. The results of our research for the current year are 
summarized here.
1. A high-flow aquaporin
  Water desalination via reverse osmosis (RO) technol-
ogy provides a solution to the world’s water shortage 
problem. Compared to such artificial membrane, biological 
membranes are frequently shown to exhibit much higher 
rate of the flux due to the presence of aquaporins. An idea 
was proposed that aquaporins can be used as pores of RO 
membranes to get a higher flow rate. We found that a mu-
tant of HvPIP2;4 exhibits markedly higher water transport 
activity. The discovery might help enhance the flux of fu-
ture RO membranes.
2. Transport activities of NIP aquaporins
  Rice and barley aquaporins were screened using As-
sensitive yeast (ΔACR3 line). As a result, newly OsNIP3;3, 
HvNIP1;2, HvNIP2;2 were identified as NIPs having As-
transporting activity. Because HvNIP2;2 was previously 
reported to be a boron transporter, we examined B-trans-
porting activity in these NIPs. Among them, OsNIP3;3 
showed the strongest B-transporting activity. To investi-
gate the molecular mechanism of the substrate selectivity, 
we generated HvNIP2;2G216M and HvNIP2;2G216Y. As-
transport activity was reduced but B-transporting activity 
was not changed in these mutants. 
3. Expression and functional analysis of rice plants trans-
formed with PIP genes
  In 24-day-old rice plants grown by hydroponics, expres-
sion of all rice PIP, except OsPIP1;1, was up-regulated 
in roots under osmotic stress (20% PEG, -0.5 MPa). 
However, no significant difference was found in the root 
hydraulic conductance (Lpr) between the plants under 
normal and osmotic stress conditions. In a transgenic rice 
line in which all endogenous PIP genes were downregu-
lated in roots, no significant decrease in Lpr was detected. 
Such a discrepancy between the amounts of mRNAs of 
aquaporins and Lpr may be explained by phosphorylation/
dephosphorylation.
4. Identification of CNGCs in barley and functional analy-
sis of HvCNGC2-3
  Genes of CNGC members in barley were newly identi-
fied. We found that HvCNGC2-3, a one of barley CNGCs, 
has a unique motif of “AQGL”, an ion selective filter that 
is “GQGL” in other plant CNGCs. Electrophysiological 
measurements using Xenopus oocytes indicated that 
HvCNGC2-3 can transport Cl-. This substrate selectivity is 
unique among plant CNGCs. In barley plants, HvCNGC2-3 
expression was enhanced by salt stress. Introduction 
of HvCNGC2-3 into a salt-stress-sensitive yeast mutant 































































  Plant growth is influenced by various microorganisms 
including mutualistic and pathogenic ones.  Our group 
explores, at molecular, cellular and individual levels, the 
interplays of mutualistic and pathogenic microorganisms 
occurring in some selected plant/microorganism systems.
1. Evidence for negative-strand RNA virus infection in 
fungi.
  Fungal viruses comprise two groups: a major group of 
five families with double-stranded RNA genomes and 
a minor group with positive-sense single-stranded (ss)
RNA genomes. Although many fungal viruses have been 
identified, no negative-stranded (-)ssRNA mycoviruses 
have been reported. Here we present two lines of 
evidence suggesting the presence of (-)ssRNA viruses in 
filamentous fungi based on an exhaustive search using 
extant (-)ssRNA viruses as queries. This revealed (-)
ssRNA virus L protein-like sequences in the genome of 
a phytopathogenic obligate ascomycete, Erysiphe pisi, 
designated as EpMLLS（E. pisi mononegavirus L-like 
sequence）. A similar search for (-)ssRNA viruses 
in fungal transcriptome shotgun assembly libraries 
demonstrated that two independent libraries from 
Sclerotinia homoeocarpa, another phytopathogenic 
ascomycete, contained several sequences considered 
to correspond to the entire mononegavirus L gene and 
likely originating from an infecting (-)ssRNA virus. The 
sequences were termed ShTAS-L (S. homoeocarpa 
transcriptome shotgun assembly L-like sequence). 
Phylogenetic analysis based on amino acid alignment of 
their L and L protein-like sequences placed EpMLLSs 
and ShTAS-Ls into a distinct clade from other (-)
ssRNA viruses  within the Mononegavirales (four 
families Bornaviridae, Filoviridae, Paramyxoviridae and 
Rhabdoviridae and the proposed genus Nyavirus) with 
undivided genomes. These results provide strong evidence 
for both ancient and extant (-)ssRNA virus infections in 
fungi. This study provides an interesting insight into the 
taxonomy of mononegaviruses.
2. Diversity of methylotrophs symbiotic to plants and their 
effect on plant growth.
  Plants emit methanol, the amount of which reaches 
as much as 100 million tons annually. There are many 
bacteria that assimilate methanol on the plant surface, 
including Methylobacterium species as one of the most 
predominant species. Although it is known that they are 
capable of promoting plant growth, the species-species 
specificity of interaction between them and plants is 
not well understood. We isolated up to one thousand 
Methylobacterium strains from various plants, and we 
have investigated plant/bacteria interaction profiles using 
a high-throughput bacterial identification method, which 
utilizes MALDI-TOF/MS. We found a number of new 
species, and proposed M. oxalidis and M. gnaphalii as 
novel species. We have also been screening for strains that 
have strong plant-growth promoting ability for important 
crops. We are now investigating the genes involved in 
plant growth promotion, using the genome sequence 
of a candidate strain. Furthermore, we have found that 
compounds that methanol-grown Methylobacterium 
sp. synthesizes are able to enhance plant stomatal 
opening. Investigation of the biological significance of the 
phenomenon is underway.























































  We have been focusing on two main topics: (1) the role 
of plant hormones, genes and metabolites in defense of 
rice against insect herbivores, and (2) integrated pest 
management (IPM) using insecticides as well as natural 
enemies. Our results include:
1.1. Characterization of rice herbivores
  We maintain the cultures of four insect herbivores of 
rice, including chewing and sucking insects. For chewing 
herbivores, we developed an artificial system to collect 
oral secretions (OS) and apply them to plant wounds. This 
system was utilized to analyze hormonal, metabolic and 
genetic changes in rice.
1.2. Determination of hormonal and metabolic changes
  We found that the presence of OS in wounds of rice 
induces higher levels of plant defense hormones jasmonic 
acid and jasmonoyl-L-isoleucine, suggesting that an active 
insect elicitor was present in OS. Similarly, leaves treated 
with OS accumulated more defense metabolites compared 
to control leaves, further corroborating the ability of rice 
to respond to herbivore presence. Our next focus is on 
isolation and identification of insect elicitors and their 
receptors in rice.
1.3. Identification of herbivory-responsive genes
  We performed a microarray experiment and identified 
a large number of genes induced by wounding and 
treatment with insect elicitors (OS). Several transcription 
factors which are rapidly induced and may regulate rice 
defense genes are now under investigation.
2.1. Analyses of insecticide resistance mechanisms 
  Insecticides are used as a principal means of protecting 
crops. Therefore, basic knowledge of insecticide 
resistance is one of the most important subjects related 
to crop protection. We showed that frequencies of the 
amino acid mutations in the sodium channel are involved 
in pyrethroid resistance of the diamondback moth 
(Plutella xylostella) obtained from China, Thailand, and 
Japan during 2009–2011. We also found that pyrethroid 
resistance of the melon thrips (Thrips palmi) is 
conferred by both, reduced sensitivity of the sodium 
channel and cytochrome P450 mediated detoxification.
2.2. Effects of mowing on insect communities in Japanese 
peach orchards
  Mowing is one of the most common disturbances 
to invertebrates in the field including fruit orchards. 
However, almost no information exists on impact of 
mowing on the insects. We examined the effects of 
mowing on population dynamics and community structure 
of insects in peach orchards using pitfall traps. Our results 
showed that species richness and trap catches increased 
up to 5 days after mowing, and then return to their original 
levels. Increased species richness and trap catches were 
mainly attributable to the increase of ants and carabids.
2.3. Development of water-pan traps with LED to control 
mushroom flies
  Because no insecticides are registered in the sawdust-
based cultivation of shiitake, Lentinula edodes, we are 
aiming to develop a water-pan trap system to control 
mushroom fly pests. We found that mushroom flies are 
attracted to ultraviolet LED, and that the addition of 
surfactant on the water-pan trap is useful for efficient 

















































  We have preserved ca. 14,000 accessions of cultivated 
barley including experimental lines and ca. 600 accessions 
of wild relatives. The subjects of our research are (1) 
evaluation of genetic diversity and characteristics, 
construction of the barley resource database and sample 
distribution to the users worldwide, (2) collection and 
preservation of barley germplasm and (3) efficient use of 
the resources for genome analysis including expressed 
sequence tag (EST), molecular markers and DNA libraries 
to study the genome-based barley diversity and the 
genetic analysis of important traits in barley.
1. Evaluation of barley genetic resources
(a) Quantitative trait locus (QTL) analysis of barley seed 
dormancy
  A candidate of barley seed dormancy QTL (Qsd1) on 
the long arm of chromosome 5H, which may be associated 
with pre-harvest sprouting in small grains including 
barley, was identified using a large segregating population 
derived from recombinant chromosome substitution lines 
(RCSL). The transformation and functional analysis of this 
candidate are underway.
(b) Natural variation of barley vernalization requirement.
  We analyzed the natural variation and geographic 
distribution of vernalization requirements using 5,214 
barley accessions collected worldwide. We revealed the 
biased geographic distribution pattern of vernalization 
requirements in an entire collection of domesticated 
barley. This evidence implied that the barley accessions 
might be a genetically differentiated groups derived for 
an evolutionary reason, resulting in adapting to the local 
climatic conditions.
2. Collection and distribution of barley resources
  In addition to seed samples, cDNA and bacterial artificial 
chromosome (BAC) clones (including individual clones, 
pooled BAC DNA for screening, high-density replica 
membranes and complete clone set of barley) were 
distributed with the support of the National BioResource 
Project (NBRP).
3. Barley genome analysis
  We have been participating in The International Barley 
Sequencing Consortium to sequence barley genome with 
financial support from several sources, and have published 
an integrated and ordered physical, genetic and functional 
sequence resource that describes the barley gene-space 
in a structured whole-genome context. We are annotating 
the barley genome sequence with comprehensive full 
length cDNA resources.
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  Our group has been conducting molecular genetic 
analysis of mutants in wheat and barley paying special 
attention to plant morphology and grain quality. Our main 
achievements during 2012 are described below.
1. Molecular cloning and characterization of the short awn 
2 gene in barley 
  The awn, an apical extension from the lemma of the 
spikelet, plays important roles in seed dispersal, burial, 
and photosynthesis. Barley typically has long awns, but 
short awn variants exist. The short awn 2 (lks2) gene, 
which produces awns of about 50% shorter, is a natural 
variant that is restricted to Eastern Asia. Positional cloning 
revealed that Lks2 encodes a SHI-family transcription 
factor. Allelism tests showed that lks2 is allelic to 
unbranched style 4 (ubs4) and breviaristatum-d 
(ari-d), for which phenotypes are very short awn and 
sparse stigma hairs. The gene identity was validated by 25 
mutant alleles with lesions in the Lks2 gene. Lks2 is highly 
expressed in awns and pistils. Histological observations 
of longitudinal awn sections showed that lks2 short awn 
results from reduced cell number. Natural variants of lks2 
were classified into three types, but all shared an SNP that 
causes a proline-to-leucine change at position 245 in the 
IGGH domain. All three lks2 natural variants are regarded 
as weak alleles because their awn and pistil phenotypes 
are mild compared with those of the 25 mutant alleles. 
Natural variants of lks2 found in the east of China and 
the Himalayas had considerably different sequences in 
the regions flanking the critical SNP, suggesting their 
independent origins. 
2. Ant28 gene for proanthocyanidin synthesis encoding 
the R2R3 MYB domain protein (Hvmyb10) highly affects 
grain dormancy in barley
  A number of anthocyanin- and proanthocyanidin-
free mutants (ant mutants) of barley were induced 
and selected because of breeding interest to reduce 
proanthocyanidins, which could cause haze and degrade 
the quality of beer. Ant loci, known as anthocyanin or 
proanthocyanidin synthesis genes, are classified into 
Ant1 to Ant30 through allelism tests. However, only 
the Ant18 gene has been molecularly shown to encode 
dihydroflavonol 4-reductase (DFR), which is involved in 
both anthocyanin and proanthocyanidin synthesis. In this 
study, an R2R3 MYB gene of barley was isolated by PCR 
and named Hvmyb10 due to its similarity to Tamyb10 
of wheat, which is a candidate for the R-1 gene, a grain 
color regulator. The predicted amino acid sequences of 
Hvmyb10 showed high similarity not only to Tamyb10 
but also to TT2, the proanthocyanidin regulator of 
Arabidopsis. Nonsynonymous nucleotide substitutions in 
the Hvmyb10 gene were found in all six ant28 mutants 
tested. Mapping showed that a polymorphism of Hvmyb10 
perfectly cosegregated with the ant28 phenotype 
on the distal region of the long arm of chromosome 
3H. These results demonstrate that Ant28 encodes 
Hvmyb10, the R2R3 MYB domain protein that regulates 
proanthocyanidin accumulation in developing grains. The 
reduced grain dormancy of ant28 mutants compared with 
those of the respective wild types indicates that Hvmyb10 
is a key factor in grain dormancy in barley. 
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  Our group has been preserving wild plant seeds as 
potential resources for practical use and has been 
studying the features of various wild plant species. Our 
main achievements during 2012 are described below.
1. A study on the diversity and evolution of starch grains 
in Poaceae
  Starch forms transparent grains, referred to as starch 
grains (SGs), in amyloplasts. Despite the simple glucose 
polymer composition of starch, SGs exhibit different 
morphologies depending on plant species, especially 
in the endosperm of the family Poaceae. In previous 
comprehensive work, SG morphologies of Poaceae 
endosperm were classified into four types: compound 
grains, bimodal simple grains, uniform simple grains, and 
a mixed configuration comprised of compound and simple 
grains. Despite these observations, the phylogenetic 
relationships among the SG types remained unclear. In 
this report, we analyzed the previous observations with 
respect to current knowledge of the molecular phylogeny 
of Poaceae to determine how SG morphological types 
are clustered and scattered in the phylogenetic tree. We 
also obtained clear images of SGs of 26 species belonging 
to the four genera Hordeum, Elymus, Triticum, and 
Bromus. Previously published work indicated that the 
SG morphology of these genera was clustered in the 
phylogenetic tree and was specific for the bimodal simple 
grain type. However, we identified novel morphological 
types of SGs within Bromus in addition to the known 
bimodal simple grain type. Further molecular phylogenetic 
analysis and studies on the remarkable intrageneric 
variation found in this study will provide more information 
on the SG morphological diversity. 
2. Role of a botanical garden with secondary forests for 
preserving biodiversity 
  At the Botanical Garden of Osaka City University 
situated in northeast Osaka, an interdisciplinary research 
project was conducted. We made a list of the wild vascular 
plants of the botanical garden (ca. 25ha) based on our 
field collections in the project. A comparison between 
the list and the previous list reported on 1960 at same 
area revealed some changes in the flora during the last 50 
years: (1) most of the previously reported rare species 
adapting to wetlands were not reconfirmed at present 
survey, (2) many naturalized plant species newly invaded, 
and (3) many fern species adapting to forest floor were 
newly found. These changes probably correlated with the 
artificial vegetation change and forest succession revealed 
by our inspection and previous aerial photographs.
  The present survey recorded ca.450 wild vascular plants 
within the secondary vegetation of 25ha, and 200 native 
species including many rare species were newly recorded 
among them. The species diversity in this botanical 
garden was probably caused by constant maintenance 
of vegetation making various environments similar to 
“satoyama.”
3. A study on the phytoremediation of agricultural lands 
polluted by radioactive isotopes using weeds 
  Collaborating with the Group of Plant Growth Regulation 
and Faculty of Medicine, various weed species have been 
tested on absorbing activity of radioactive isotopes, mainly 
134Cs and 137Cs. The weed samples were collected from 
agricultural lands in Iitate village (Fukushima Prefecture) 
which was highly polluted with radioactive isotopes after 






























































  Our research group has been conducting molecular 
studies on the structures and functions of nuclei and 
chromosomes, mainly in plants.  Our current goal is 
to construct plant artificial chromosomes by analyzing 
chromosome functional elements; centromeres, telomeres 
and replication origins. Our main achievements in 2012 
are described below.
1. Generation of ring minichromosomes in Arabidopsis 
thaliana
  The chromosomes of eukaryotes are generally linear, but 
ring-shaped chromosomes have occasionally appeared 
in a wide range of organisms from yeasts to animals 
and plants. Most of the ring chromosomes are unstable 
and not transmissible to the next generation. However, 
we found that in Arabidopsis ring chromosomes were 
relatively stable. To elucidate the mechanisms underlying 
the stability, we attempted to generate new artificial ring 
chromosomes by the Ac-Ds and Cre-LoxP systems. The 
generated ring minichromosome ARC1, was 2.85 Mb in 
size, having monocentric structure. Since ARC1 contains a 
LoxP site, consisting of a specific 34-bp sequence, it could 
be used as an artificial chromosome vector in plants. 
2. Analysis of centromere-specific DNA sequences in 
tobacco
  Centromeres play an important role in segregating 
chromatids into daughter cells at mitosis and meiosis. 
Though the centromere function is conserved among 
all eukaryotes including yeasts, animals and plants, 
centromeric DNA sequences involved in the centromere 
function are diverged among closely related species. Since 
long DNA can be transformed into tobacco, tobacco has 
a potential to be a model plant for artificial chromosomes 
construction. However, centromeric DNA and proteins 
which are necessary to construct and characterize artificial 
chromosomes had not been investigated in tobacco. 
Hence, we have been characterizing centromere specific 
proteins and DNA sequences. This year, we identified 
three novel chromosome-specific centromeric DNA 
sequences from tobacco using HaloTag fused NtCENH3, 
centromere specific histone H3 variants in tobacco. The 
discovery of three chromosome-specific centromeric 
DNA sequences indicates the mosaic structure of tobacco 
centromeres.
3. Analysis of kinetochores in Allium species
  Allium species including onion have been used as 
materials of cytogenetic experiments in the world because 
of the ease of the chromosome observation. However, 
since markers which can specify kinetochores have not 
been identified yet in Allium species, cell divisions in 
plants are not described in details compared with these in 
animals. Recently, we identified cDNAs encoding CENH3 
(centromere-specific histone H3) in four Allium species 
(welsh onion, onion, garlic chive and garlic), and produced 
a peptide antibody from a deduced amino-acid sequence 
of CENH3.  Using this antibody and anti-tubulin antibody, 
we conducted an immunohistochemical analysis of onion 
root slices, and obtained Z-axis section pictures using a 
confocal-laser scanning microscope. Three-dimensional 
(3D) images built from these pictures could visualize 
clearly the 3D structure of onion dividing cells in each 
phase of the cell-cycle. Utilizing the antibody, in addition, 
we succeeded in isolating the centromeric-DNA sequences 
from welsh onion by chromatin immunoprecipitation.
13



















































たこの植物由来の ABC transporter遺伝子と S-adenosyl 
methionine syntase (SAMS) 遺伝子をシロイヌナズナに
導入した形質転換体は、Al, Cu, Zn diamideに耐性を示し、
多種耐性機構へのこれらの遺伝子の関与が示唆された。
  Our group has been studying the genetic factors 
necessary for increasing food production by using 
transposon-tagging lines and genes from wild species, 
and also on the genetic regulatory mechanism of seed 
maturation.
1. Development of nDart1-0-tagged lines with the genetic 
background of Koshihikari
  In order to efficiently analyze the function of rice genes, 
we developed nDart1-tagged lines of Koshihikari. This 
year, 3,061 panicle-row lines were grown and several 
phenotypes were surveyed at seedling, post-transplanting, 
heading and matured stages. Out of 3,061 lines, 1,373 
lines showed mutant phenotypes and the frequency of 
mutant lines was 44.9%. These tagged lines were used for 
selection of salt-tolerant lines and ca.70 tolerant plants 
were selected by primary screening.
2. Breeding of Low Input-Adaptable (LIA) rice
  In the 21th century, agriculture should be in harmony 
with the environment. We selected the progeny showing 
large biomass under non-fertilized paddy field from the 
cross between Oryza longistaminata, African wild 
species, and T-65, japonica rice. In order to reveal the 
genetic factors for large biomass production under non-
fertilized conditions, quantitative trait locus (QTL) 
analysis of a large biomass character in the F2 of 
the cross between the selected plant and No.18 was 
conducted, revealing that important QTLs were located on 
chromosomes 3,5,6,8,9,10 and 11.
3. Analysis of the wheat ortholog of DOG1 identified as a 
QTL for controlling seed dormancy
  DOG1 has been identified as a QTL for controlling 
seed dormancy in Arabidopsis. Master regulator of seed 
maturation, LEC2, regulates the expression of DOG1. 
TaDOG1 is a wheat ortholog and the expression levels 
showed a significant correlation with the seed dormancy 
in cultivars showing different levels of seed dormancy. 
TaLTL1 is a wheat ortholog of LEC2. The expression 
of TaLTL1 had lower correlation with seed dormancy. 
Regulation of TaDOG1 requires TaLTL1 and/or other 
factors in wheat.
4. Control of the water transport activity of barley 
tonoplast intrinsic proteins (TIPs) expressed in seeds
  To investigate the cellular water condition during the 
periods of seed development and seed desiccation, 
we isolated and analyzed Tonoplast type Aquaporins 
(tonoplast intrinsic proteins, TIPs) from barley. HvTIP1;2 
and HvTIP2;1 expressed in seeds showed the water 
transport activity, while HvTIP3;1 alone did not. However, 
HvTIP3;1 showed interaction with other aquaporins, and it 
seems to control the water transport activity.
5. Tolerance mechanism against metal stresses and 
oxidative stress in poaseae wild plants 
  Andropogon virginicus L. is a wild plant which shows 
a high tolerance to Al stress. Synthesis and secretion of 
succinate and malate in root were induced by Al stress 
to suppress Al-uptake. Nitrogen monoxide (NO) was 
also induced by Al stress. NO may be a trigger of the 
induction of anti-peroxidation enzymes and poly-phenols. 
Furthermore, ABC transporter gene and S-adenosyl 
methionine syntase gene derived from Andropogon could 
confer multiple-tolerance to Al, Cu, Zn and diamide 
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  Harmful algal bloom, or red tide, is consisted of 
several algal species that propagates dramatically 
under combination of certain conditions, such as water 
temperature, light intensity, and concentration of 
nutritional salts. We aim to elucidate the mechanism of 
fast propagation and photosynthesis of Heterosigma, 
that consists large part of the harmful algal bloom. We 
currently focus on sequencing Heterosigma akashiwo 
genome using next generation sequencing technology. 
At the same time, we are investigating the propagation 
mechanism of Heterosgma akashiwo virus.
1. Sequencing Heterosigma akashiwo genome using next 
generation sequencing technology
  Full genome sequencing of Heterosigma akashiwo 
is currently underway. Heterosigma akashiwo was 
cloned, its total DNA was obtained and its sequence 
was read using next generation sequencing technology. 
The obtained sequence information is to be analyzed by 
bioinformatics approaches. 
2. Analysis of propagation mechanism of Heterosigma 
akashiwo virus
  Heterosigma akashiwo virus, (HaV) is one of the 
viruses that infect and kills Heterosigma akashiwo. 
It is a double stranded DNA virus, and possesses DNA 
polymerase B-type enzyme. Interestingly, the enzyme 
possesses approximately 220 amino acid-long `intein` 
domain in the center of its catalytic domain. Intein is a 
motif that catalyzes self-splicing of the protein, thus has 
been widely utilized to express and purify recombinant 
proteins, but its biological significance is not clearly 
understood. We aim to demonstrate that the self-splicing 
of intein actually functions as a `biological switch` to turn 
on the enzymatic activity of the host protein, HaV DNA 
polymerase B. 
  This group consists of concurrent faculty members from 
other groups, and aims in establishing an international hub 
and/or exchange programs on Plant Genetic Resources 
and Stress Science. The current running program is 
“Establishment of crop stress science network for 
increase of food production in eastern Africa”, which is 
being conducted by Asia-Africa Science Platform Program 
(AASPP) from Japan Society for the Promotion of Science 
(JSPS). 
1. Visiting program and international collaboration
  We invited three researchers from Jomo Kenyatta 
University of Agriculture and Technology (JKUAT) to 
Plant Light Acclimation Research Group, Plant Growth 
Regulation Group, and Plant-Microbe Interaction Group, 
and one researcher from Kenya Agricultural Research 
Institute to Genome Diversity Group. During their stay at 
IPSR for two months, they learned advanced experimental 
skills in their disciplines and performed collaborative 
projects.
2. Meetings
  To encourage an exchange between young researchers, 
we organized IPSR Kenya Day 2012 in October at 
IPSR, with fifteen oral and poster presentations. We 
also co-hosted 7th JKUAT Scientific, Technological and 
Industrialisation Conference held in JKUAT campus in 
November, where we organized one symposium under 
our sub-theme “Innovative Crop Stress Science for 
Sustainable Food Production”. This conference had 
approximately 300 participants. Five faculty members and 
one graduate student from Okayama University attended 
the conference and presented plenary and research talks. 
At this conference, we invited two researchers from 
Rwanda and Tanzania under the support from AASPP, to 
promote future collaboration in other African countries.
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⑸　Yamaji, N., Sasaki, A., Yokosho, K., Xia, J. X. and Ma, J. F. OsNramp3-mediated distribution of Mn is controlled by 
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⑾　Ma, J. F. Node-based distribution of minerals in rice. International Workshop on Agricultural Resource Utilization and 
Soil Quality Improvement. Nanjing, China, Oct. 27-31, 2012.
⑿　Ma, J. F. Heterologous assay of plant mineral transporter activity in the liverwort Marchantia polymorpha. Marchantia 
Workshop 2012. Kumamoto, Japan, Nov. 15-17. 2012.
植物成長制御グループ（Group of Plant Growth Regulation）
⑴　Matsuura, K., Sasaki, T., Furuichi, T., Tsuchiya, Y. and Yamamoto, Y. Spectroscopic analyses for secondary structural 
changes of C-terminal hydrophilic domain of aluminum activated malate transport protein. Protein and Peptide 
Conference, Venue, China, March 23-25, 2012.
⑵　Yamamoto, Y., Demiral, T., Sasaki, T., Sano, T., Hasezawa, S. and Izumi, Y. Mechanisms of aluminum-induced cell death 
in plant cells.  8th International Symposium on Plant-Soil Interactions at Low pH, Bengaluru, India, October 18-22, 
2012.  
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分子生理機能解析グループ（Group of Molecular and Functional Plant Biology）
⑴　Katsuhara, M., Kaneko, T., Horie, T., Tsuji, N. and Shibasaka, M. Osmotic-induced reduction of root hydraulic 
conductivity is essential as an early response in salt/osmotic tolerance.　Gordon Research Conference – Salt & 
Water Stress In Plants. Hong Kong, China, June 24-29, 2012.
環境生物ストレスユニット（Biotic Stress Unit）	
植物・微生物相互作用グループ（Group of Plant-Microbe Interactions）
⑴　Ngamau, C.N., Murage, H., and Tani, A. Identification of endophytic bacteria associated with rice seed in Kenya. Kenya 
Rice Researcher Forum Symposium. Nairobi, Kenya, Feb. 29, 2012.
⑵　Chiba, S., Kondo, H., Tani, A., Saisho, D., Sakamoto, W., Kanematsu, S. and Suzuki, N. Horizontal transfer of genome 
sequences of non-retroviral RNA. The 2nd Korea-Japan Joint Symposium and the 2012 Annual Meeting of PSJ 
Fukuoka International Congress Center, Japan, Mar. 27-30, 2012.
⑶　Suzuki, N. Viruses as biological control (virocontrol) agents of plant fungal pathogens. 2012 Fuzhou International 
Forum on Plant-Microbe Interactions. Fujian Agriculture and Forestry University, Fuzhou, Fujian 350002, PR 
China, May 22-27, 2012.
⑷　Suzuki, N. Fungal Viruses and Virocontrol. The 2012 EEIMTD International Conference on Ecology, Etiology and 
Integrated Management of Forest and Fruit Tree Diseases. National Taiwan University, Taipei, Taiwan, May 24-25, 
2012.
⑸　Eusebio-Cope, A. and Suzuki, N. Mycoreovirus 1 rearrangements generated in dcl2 deletion mutant of the chestnut 
blight fungus, Cryphonectria parasitica. The 31stAnnual Meeting of American Society for Virology. Madison, 
Wisconsin, USA, Jul. 21-25, 2012.
⑹　Chiba, S., Kondo, H., Kanematsu, S. and Suzuki, N. Evolutionary history of the family Partitiviridae: Insight from the 
viewpoint of paleovirology. The 31st Annual Meeting of American Society for Virology, Madison, Wisconsin, USA, 
Jul.21-25, 2012.
⑺　Nakagawa, T., Mitsui, R., Tani, A., Sasa, K., Tashiro, S., Iwama, T., Hayakawa, T. and Kawai, K. A catalytic role of XoxF1 
as La3+-dependent methanol dehydrogenase in Methylobacterium extorquens strain AM1. Gordon Research 
Conference. Molecular basis of microbial one-carbon metabolism. Lewiston, ME, USA, Aug. 5-10, 2012.
⑻　Eusebio-Cope, A. and Suzuki, N. Further genome rearrangement of Mycoreovirus 1 segment 4 deletion mutant virus 
(MyRV1/S4ss) in an RNA silencing defective host. The 11th Awaji International Forum on Infection and Immunity. 
Awaji Yumebutai International Conference Center, Awaji, Hyogo, Japan, Sep. 11-14, 2012.
⑼　Sanchez, Z., Ota, T., Tani, A. and Kimbara, K. Monitoring system for biofilm architecture and development using a 
multichannel microdevice. IBS. 15th International Biotechnology Symposium and Exhibition. EXCO, Daegu, Korea, 
Sep. 16-21, 2012. Award: IBS 2012 President Poster Award.
⑽　Suzuki, N., Chiba, S., Kanematsu, S. and Kondo, K. Viruses as virocontrol agents of plant fungal pathogens. The 34th 
Naito Conference: Infection, Immunity and their Control for Health: Mucosal Barrier, Pathogen and Vaccine. 
Châteraisé Gateaux Kingdom SAPPORO, Japan, Oct.16-19, 2012.
⑾　Tamada, T., Kondo, H., Chiba, S. and Andika, I. B. Sugar-beet rhizomania caused by beet necrotic yellow vein virus: 
virulence, phylogeography and molecular epidemiology. First International Symposium on Plant-Microbe 
Interaction. Hangzhou, China, Oct. 20-22, 2012.
⑿　Mwashasha, M.R., Hunja, M. and Tani, A. Screening of bacterial and fungal isolates for their plant growth promoting 
activities. The 7th JKUAT Scientific, Technological, and Industrialization Conference. Nairobi, Kenya, Nov. 15, 
2012.
⒀　Luque, D., Pérez-Mata, C., Suzuki, N., Kanematsu, S., Havens, W., Ghabrial, S. A., Carrascosa, J.L. and Castón, J. R. 
Heterodimers as the structural unit of T=1 of Rosellinia ncatrix quadrivirus 1. The 11th International Symposium 
on Double-Stranded RNA Viruses. San Juan, Puerto Rico, Nov. 27- Dec. 1, 2012. 
植物・昆虫間相互作用グループ（Group of Plant-Insect Interactions）
⑴　Bao, W. X. and Sonoda, S. Pyrethroid resistance in melon thrips, Thrips palmi Karny. XXIV International Congress of 
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Entomology. Daegu, Korea, Aug. 19-25, 2012.
⑵　Galis, I. and Baldwin, I.T. Contribution of metabolomics and transcriptomics to understanding of plant defense against 
herbivores. XXIV International Congress of Entomology. Daegu, Korea, Aug. 19-25, 2012.
⑶　Sonoda, S. Frequencies of the M918I, T929I and L1014F mutations in the sodium channel of the diamondback moth in 
China, Thailand and Japan. XXIV International Congress of Entomology. Daegu, Korea, Aug. 19-25, 2012.
⑷　Sonoda, S. Organophosphate resistance in the laboratory and field strains of the diamondback moth. International 
Seminar on the Development of Insecticide Resistance and Its Management in the Diamondback Moth. Nagoya, 
Japan, Aug. 27, 2012.
⑸　Wari, D., Sonoda, S. and Kohara, Y. Suqingerile Phytoseiid mite species composition in Japanese peach orchards 
estimated using quantitative sequencing. XXIV International Congress of Entomology. Daegu, Korea, Aug. 19-25, 
2012.
⑹　Galis, I. Metabolic and structural changes in plants exposed to biotic stress conditions. The 6th Bio-energy & 
Biotechnology Symposium. Gwangju, Korea, Nov. 23, 2012.
遺伝資源ユニット（Genetic Resources Unit）	
ゲノム多様性グループ（Group of Genome Diversity）
⑴　Sato, K., Takeda, K., Kanamori, H., Matsumoto, T., and Komatsuda, T. Identification of grain dormancy Qsd1 from wild 
barley. International Plant and Animal Genome Conference XX. San Diego, USA, Jan. 14, 2012.
⑵　Sato, K., and Ma, J. F. Development of recombinant chromosome substitution lines for Aluminium tolerance in barley. 
11th International Barley Genetics Symposium. Hangzhou, China, April 15-20, 2012. p. 205-209.
ゲノム育種ユニット（Applied Genomics Unit）	
核機能分子解析グループ（Group of Nuclear Genomics）
⑴　Ogura, Y. and Murata, M. Generation and analysis of expressed sequence tags in rye. 6th International Crop Science 
Congress. Bento Gonçalves, Brazil, August 6-10, 2012.
ゲノム制御グループ（Group of Genome Regulation）
⑴　Ezaki, B. and Higashi, A. Characterization of Al tolerance mechanisms in a wild plant, Andropogon virginicus L. 10th 
International Congress on Plant Molecular biology. Jeju, Korea, Oct. 21-26, 2012.
⑵　Himi, E. Red grain colour gene (R) of wheat is a Myb-type transcription factor. Kenya Agricultural Research Institute 
Seminar. Njoro, Kenya, Mar. 2, 2012.
⑶　Gichuhi, E., Himi, E., Takahashi, H. and Maekawa, M. QTL analysis for important characters in LIA rice and utilization 
of LIA rice characters in Basmati rice. Jomo Kenyatta University of Agriculture and Technology The Seventh 
JKUAT Scientific, Technological and Industrialisation conference. Nairobi, Kenya, Nov. 15-16, 2012.
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講演およびシンポジウム発表
（List of Domestic Conferences and Symposia）
大気環境ストレスユニット（Atmospheric Stress Unit）	
光環境適応研究グループ（Group of Plant Light Acclimation Research）
⑴　加藤裕介・坂本亘：FtsH, DEGプロテアーゼによる光化学系 II反応中心タンパク質 D1の協調的分解 .日本植物生理
学会第 53回年会 , 京都 , 3月 16-18日 , 2012. (Kato, Y. and Sakamoto, W.: Cooperative degradation in the PSII D1 
protein mediated by FtsH and Deg proteases. 53th Annual Meeting of the Japanese Society of Plant Physiologists, 
March 16-18, 2012, Kyoto)
⑵　Tang, L. Y. and Sakamoto, W.: Ribonucleotide reductase complex activity controls plastid DNA degradation during 
Arabidopsis pollen development. 53th Annual Meeting of the Japanese Society of Plant Physiologists, March 16-18, 
2012, Kyoto
⑶　Zhang L., Kato, Y., Saigo, K., Otter, S., Vothknecht, U. C. and Sakamoto, W.: Essential role of VIPP1 in chloroplast 
envelope integrity maintenance rather than thylakoid membrane biogenesis in Arabidopsis. 53th Annual Meeting of 
the Japanese Society of Plant Physiologists, March 16-18, 2012, Kyoto
⑷　石崎龍二・末次舞・家常祐弥・加藤祐介・大和政秀・粟野達也・坂本亘・岩瀬剛二・上中弘典：菌根共生と色素
体の進化から考察するツツジ科植物の無葉緑化 . 日本植物生理学会第 53回年会 , 京都 , 3月 16-18日 , 2012. 
( Ishizaki, R., Suetsugu, M., Ietsune, Y., Kato, Y., Yamato, M., Awano, T., Sakamoto, W., Iwase, T. and Kaminaka 
H.: Shifting to achlorophylly in the plants Ericaceae discussed from knowledge about mycorrhizal symbiosis and 
plastid evolution. 53th Annual Meeting of the Japanese Society of Plant Physiologists, March 16-18, 2012, Kyoto)
⑸　中野亮平・松島良・永野淳・深尾陽一朗・藤原正幸・近藤真紀・西村幹夫・西村いくこ : シロイヌナズナ液胞
タンパク質 ERMO3は転写因子 NAI1と協調して小胞体形態維持に関わる . 日本植物生理学会第 53回年会 , 
京 都 , 3 月 16-18 日 , 2012. ( Nakano, R. T., Matsushima, R., Nagano, A. J., Fukao, Y., Fujiwara, M., Kondo, M., 
Nishimura, M. and Hara-Nishimura, I.: ERMO3, a Vacuolar Protein, Is Involved in Maintenance of ER Morphology 
in a Coordinated Manner with NAI1 Transcription Factor. 53th Annual Meeting of the Japanese Society of Plant 
Physiologists, March 16-18, 2012, Kyoto)
⑹　松島良 : 澱粉粒の形状決定に関する細胞生物学的研究 . 第 52回澱粉研究懇談会 , 神戸 , 6月 6-8日 , 2012. (Matsushima, 
R.: Cytological study of starch grain morphologies. 52th Starch Round Table, June 6-8, 2012, Kobe)
⑺　阿久澤さゆり・松島良・花城勲・伊藤紀美子 : 新規アミロライスの胚乳および分離澱粉の構造解析とレオロジー特性 . 
日本食品科学工学会第 59回大会 , 札幌 , 8月 29-31日 , 2012. (Akuzawa, S., Matsushima, R., Hanashiro, I. and Ito 
K.: Rheological properties and structures of purified starch derived from novel high-amylose rice endosperm. 59th 
Annual Meeting of the Japanese Society for food science and technology, August 29-31, 2012, Sapporo)
⑻　高橋寛・峰村貴央・松島良・藤田直子・阿久澤さゆり : 米澱粉の物性制御と利用特性に関する研究 . 日本食品科
学工学会第 59回大会 , 札幌 , 8月 29-31日 , 2012. (Takahashi, H., Minemura, T., Matsushima, R., Fujita N. and 
Akuzawa, S.: Control of physical properties of rice starch. 59th Annual Meeting of the Japanese Society for food 
science and technology, August 29-31, 2012, Sapporo)
⑼　古跡満美子・松島良・伊藤 健・和久井健司・阿久澤さゆり : アピオス (Apios americana Medikus) 分離澱粉のレ
オロジー特性と利用性 . 日本食品科学工学会第 59回大会 , 札幌 , 8月 29-31日 , 2012. (Koseki, M. Matsushima, 
R. Ito K., Wakui, K. and Akuzawa, S.:,Rheological properties of purified starch derived from Apios americana 
Medikus. 59th Annual Meeting of the Japanese Society for food science and technology, August 29-31, 2012, 
Sapporo)
⑽　松島良・前川雅彦・藤田直子・坂本亘 : イネの胚乳のアミロプラストが巨大化する ssg4変異体の解析 . 日本育
種学会第 122回講演会 , 京都 ,  9月 14-15日 , 2012. (Matsushima, R., Maekawa, M. Fujita, N. and Sakamoto, 
W.: Molecular characterization of ssg4, a large amyloplast mutant of rice. 122th Annual Meeting of the Japanese 
Society of Breeding, September 14-15, 2012, Kyoto)
⑾　藤田直子・豊澤佳子・松島良・川越靖・中村保典 : 澱粉粒の形態に影響を与える要因 . 日本育種学会第 122回講演会 , 
京都 ,  9月 14-15日 , 2012. (Fujita, N., Toyosawa, Y. Matsushima, R., Kawagoe, Y. and Nakamura, Y.: The factor on 
the morphology of starch granules. 122th Annual Meeting of the Japanese Society of Breeding, September 14-15, 
2012, Kyoto)
⑿　加藤裕介・坂本亘：光化学系 II 修復サイクルにおける D 1 タンパク質分解メカニズム . 日本植物学会第 76回大
会 , 姫路 ,  9月 15-17日 , 2012. (Kato, Y. and Sakamoto, W.: Mechanism of D1 protein degaradation in PSII repair 
cycle. 76th Annual Meeting of the Botanical Society of Japan, September 15-17, 2012, Himeji)
⒀　藤田直子・豊澤佳子・松島良・川越靖・中村保典 :  澱粉粒の形態が激変する二重変異体イネの解析 . 日本応用糖
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質科学会第 61回大会 , 東京 , 9月 19-21日 , 2012. (Fujita, N., Toyosawa, Y. Matsushima, R., Kawagoe, Y. and 
Nakamura, Y.: Deficiency of Starch synthase (SS)IIIa and SSIVb leads to dramatic changes in starch granule 
morphology in rice endosperm. 61th Annual Meeting of The Japanese Society of Applied Glycoscience. September 
19-21, 2012, Tokyo)
⒁　坂本亘：葉緑体包膜の品質管理における VIPP1タンパク質の役割．二酸化炭素資源化を目指した植物の物質生産
力強化と生産物活用のための基盤技術の創出 . 合同班会議 , 北海道 , 9月 27-28日 , 2012. (Sakamoto, W.: Role 
of VIPP1 protein in quality control of chloroplast envelope. Creation of essential technologies to utilize carbon 
dioxide as a resource through the enhancement of plant productivity and the exploitation of plant products Joint 
meeting, September 27-28, 2012, Hokkaido)
⒂　Zhang, L.: Function of VIPP1 C-terminal region in Arabidopsis. 二酸化炭素資源化を目指した植物の物質生産力強化と
生産物活用のための基盤技術の創出 . 合同班会議 , 北海道 , 9月 27-28日 , 2012. (Zhang, L.: Creation of essential 
technologies to utilize carbon dioxide as a resource through the enhancement of plant productivity and the 
exploitation of plant products Joint meeting, September 27-28, 2012, Hokkaido)
⒃　加藤裕介 : 光化学系 II修復サイクルにおける D1タンパク質分解メカニズム . 二酸化炭素資源化を目指した植物の
物質生産力強化と生産物活用のための基盤技術の創出 . 合同班会議 , 北海道 , 9月 27-28日 , 2012. (Kato, Y.: 
Mechanism of D1 protein degradation in PSII repair cycle. Creation of essential technologies to utilize carbon 
dioxide as a resource through the enhancement of plant productivity and the exploitation of plant products Joint 
meeting, September 27-28, 2012, Hokkaido)
細胞分子生化学グループ（Group of Cytomolecular Biochemistry）
⑴　金森太治郎・Gusev, O., Bingham, G., Levinskikh, M., Sychev, V., Hummerick, M., Wheeler, R., 今野晴義・杉本　学：
宇宙環境で生育するミズナの遺伝子発現解析．日本農芸化学会中四国支部第 32回講演会，鳥取，1月 21日，
2012，p. 33．(Kanamori, T., Gusev, O., Bingham, G., Levinskikh, M., Sychev, V., Hummerick, M., Wheeler, R. and 
Sugimoto, M.: Expression of gene in Mizuna grown in space environment. 32th Annual Meeting of Japan Society for 
Bioscience, Biotechnology, and Agrochemistry, January 21, 2012, Tottori)
⑵　金森太治郎・今野晴義・Gusev, O., Bingham, G., Levinskikh, M., Sychev, V., Hummerick, M., Wheeler, R., 杉本　
学：宇宙環境で生育するミズナの細胞壁代謝関連酵素遺伝子の発現．日本宇宙生物科学会第 26回大会，徳
島，9 月 27-29 日，2012，p. 43．(Kanamori, T., Konno, H., Gusev, O., Bingham, G., Levinskikh, M., Sychev, V., 
Hummerick, M., Wheeler, R. and Sugimoto, M. Expression of cell wall-metabolizing enzyme genes in Mizuna grown 
in space environment. 26th Annual meeting of Japanese Society for Biological Science in Space, September 27-29, 
2012, Tokushima)
⑶　杉本　学・石井　誠・森　泉・渡辺　智・坂下哲哉・Gusev, O・木原　誠・保木健宏・Levinskikh, M., Sychev, V., 
Novikova, N., Grigoriev, A.： 国際宇宙ステーション船外に長期間曝露した大麦種子の生存能力．日本宇宙生物科
学会第 26回大会，徳島，9月 27-29日，2012，p. 43．(Sugimoto, M., Ishii, M., Mori, I., Watanabe, S., Sakashita, 
T., Gusev, O., Kihara, M., Hoki, T., Levinskikh, ., Sychev, V., Novikova, N. and Grigoriev, A.: Viability of barley 
seeds long-term exposed to outer side of international space station. 26th Annual meeting of Japanese Society for 
Biological Science in Space, September 27-29, 2012, Tokushima)
環境応答機構研究グループ（Group of Environmental Response Systems）
⑴　松浦恭和・森 泉・平山隆志： 種子休眠極強白粒コムギの育成（2011）. 第 16回穂発芽研究会 ,　北海道 , 1月 27日 , 
2012.　(Matsuura, T., Mori I.C. and Hirayama T.: Breeding of the strong seed dormancy white-grain wheat (2011). 
16th meeting of the society pre-harvest sprouting in cereals, January 27, 2012, Hokkaido)
⑵　Ushiyama, S., Otagiri, M., Ino, Y., Umezawa, T. and Hirayama, T.: Unique function of Arabidopsis seed predominant 
PP2Cs, AHG1 and AHG3, in ABA response in seeds and early seedlings. Annual Meeting of the Japanese Society 
of Plant Physiologists, Mar. 16-18, 2012, Kyoto
⑶　八木祐介・林晋平・小林啓子・平山隆志・中村崇裕：Pentatricopeptide repeat (PPR)モチーフの RNA認識コー
ド . 第 53回日本植物生理学会年会 , 京都 , 3月 16-18日 , 2012. (Yagi, Y., Hayashi, S., Kobayashi, K., Hirayama, 
T. and Nakamura, T.: The RNA recognition code of pentatricopeptide repeat (PPR) motifs. Annual Meeting of the 
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Japanese Society of Plant Physiologists. Mar. 16-18, 2012, Kyoto)
⑷　森　泉・泉　実・村田芳行：植物調節物質の標的としての植物イオンチャネル . 第 53回日本植物生理学会年会 , 京
都 , 3月 16-18日 , 2012. (Mori, I. C., Izumi, M. and Murata, Y.: Plant ion channels as the targets of plant regulating 
agents. Annual Meeting of the Japanese Society of Plant Physiologists, Mar. 16-18, 2012, Kyoto)
⑸　Rayhanur, J., 裏地美杉・諸藤美穂・Hossain, M. A., Islam, M. M., Bloom, R. E., 中村宜督 , McClung, C. R., Schroeder, J. I., 
森　泉・村田芳行：気孔閉口運動におけるカタラーゼの役割 . 日本農芸化学会 2012年度大会 , 京都 , 3月 22-25日 , 
2012. (Rayhanur, J., Uraji, M., Morofuji, M., Hossain, M. A., Islam, M. M., Bloom, R. E., Nakamura, Y., McClung, C. R, 
Schroeder, J. I., Mori, I. C., Murata, Y.: Roles of catalase in stomatal closure. Annual Meeting of Japan Society for 
Bioscience, Biotechnology, and Agrochemistry, Mar. 22-25, 2012, Kyoto,)
⑹　中村由貴・森　泉・鈴木信弘・金原和秀・谷明生：Methylobacterium属細菌の植物への優占化機構の解析 .日本
農芸化学会 2012年度大会 , 京都 , 3月 22-25日 , 2012. (Nakamura, Y., Mori, I. C., Suzuki, N., Kimbara, K., Tani, 
A.: Domination mechanism of Methylobacterium to plants. Annual Meeting of Japan Society for Bioscience, 
Biotechnology, and Agrochemistry, Mar. 22-25, 2012, Kyoto) 
⑺　平山隆志・松浦恭和・牛山翔・林晋平：シロイヌナズナの PARN/AHG2と AHG2 SUPPRESSOR1 (AGS1)はミトコン
ドリアmRNAのpolyA鎖長調節に関与する . 第14回日本RNA学会年会 . 仙台 , 7月18-20日 , 2012．(Hirayama, T., 
Matsuura, T., Ushiyama, S. and Hayashi, S.: Arabidopsis PARN/AHG2 and AHG2 SUPPRESSOR1 (AGS1) regulate 
the polyA status of mitochondrial mRNA. 14th RNA Meeting, July. 18-20, 2012, Sendai)
⑻　松浦恭和・山下優子・森 泉・平山隆志： コムギ種子のホルモノーム .　拠点共同研究主催ワークショップ「植物ホ
ルモンとイオン輸送体の相互理解」, 岡山 , 8月 31日 , 2012.（Matsuura T., Yamashita Y,. Mori I.C., and Hirayama T.: 
Hormonome analysis of the wheat seed. The Workshop supported by Joint Usage/Research Center「An interactive 
approach to understanding plant hormones and ion transporters」, August 31, 2012, Okayama）
⑼　森　泉：支援内容の説明　植物ストレス生理解析システム、微量生体物質・植物ホルモン解析装置 . 日本植物学会
第 76回大会関連集会 ,　最先端基盤事業「植物科学最先端研究拠点ネットワーク」利用説明会 , 姫路 , 9月 15日，
2012. (Mori, I.: Plant Stress Physiology Analysis System, Trace Biological Substances and Plant Hormone Analysis 
System, Guide for support, Japan Advanced Plant Science Research Network. Annual Meeting of The Botanical 
Society of Japan, Sep. 15, 2012, Himeji) 
⑽　最相大輔・加藤美奈子・松浦恭和・松島良・持田恵一・平山隆志：ブラキポディウム TILLINGライン整備につ
いて . 第一回ブラキポディウムワークショップ , 横浜 , 11月 7日 , 2012. (Saisho, D., Kato, M., Matsuura, T., 
Matsushima, R., Mochida, K. and Hirayama, T.: Brachypodium TILLING line: Progress report. 1st Brachypodium 
Workshop, Nov. 7, 2012, Yokohama)
土壌環境ストレスユニット（Soil Stress Unit）	






⑷　Chen, Z.C., Yamaji, N. and Ma, J. F.: A putative ER-localized magnesium transporter OsMGT1 is involved in aluminum 
tolerance in rice. 第 53回日本植物生理学会年会，京都，3月 16-18日，2012.
⑸　Ueno, D., Chen, Z., Kamiya, T., Iwasaki, K., Kato, S., Yamaji, N. and Ma, J. F.: OsMTP8.1 contribute to Mn tolerance by 
sequestering Mn to vacuoles in shoot of rice. 第 53回日本植物生理学会年会，京都，3月 16-18日，2012.
⑹　Fujii, Y., Akagi, Y., Chen, Z., Iwasaki, K., Kato, S., Yamaji, N., Ma, J. F. and Ueno, D.: OsMTP9 is required for root-to-





















植物成長制御グループ（Group of Plant Growth Regulation）
⑴　佐々木孝行：植物特有のアニオン輸送体 ALMTの多彩な機能 . 第 4回植物ストレス科学研究シンポジウム , 倉敷 , 3
月 8-9日 , 2012 (Sasaki, T. Functional diversity of plant specific ALMT-type anion transporter. The 4th Plant Stress 
Sicence Sympoisum, Kurashiki, March 8-9, 2012)
⑵　山本洋子・Tijen Demiral・佐々木孝行・佐野俊夫・馳澤盛一郎・泉 洋平：植物細胞におけるアルミニウムによる細
胞死誘発機構の解析 . 日本植物生理学会 , 京都 , 3月16-18日 , 2012 (Yamamoto, Y., Demiral, T., Sasaki, T., Sano, T., 
Hasezawa, S., Izumi, Y. Mechanism of aluminum-induced cell death in plant cells. Annual Meeting of the Japanese 
Society of Plant Physiologists, March 16-8, 2012, Kyoto)
⑶　佐々木孝行・有吉美智代・山本洋子：異種発現系を用いた ALMT1輸送体の機能解析：各種阻害剤の効果 . 日
本 植 物 生 理 学 会 , 京 都 , 3 月 16-18 日 , 2012 (Sasaki,T., Ariyoshi, M., Yamamoto, Y. Functional analyses of 
ALMT transporter in hetelologous system: Effect of inhibitors. Annual Meeting of the Japanese Society of Plant 
Physiologists, March 16-8, 2012, Kyoto)
⑷　丸山隼人・佐々木孝行・岡崎圭毅・信濃卓郎・和崎淳：リン欠乏及びアルミニウム障害時におけるシロイヌナズナ
野生株およびリンゴ酸分泌変異株の根浸出物の解析 . 日本植物生理学会 , 京都 , 3月 16-18日 , 2012 (Maruyama, 
H., Sasaki, T., Okazaki, K., Shinano, T., Wasaki, J. Analysis of root exudates from Arabidopsis thaliana wild 
type and malate transporter mutants under phosphorus deficiency and aluminum stress. Annual Meeting of the 
Japanese Society of Plant Physiologists, March 16-8, 2012, Kyoto)
⑸　Sasaki, T., Mori, I.C., Furuichi, T., Murata, Y., Yamamoto, Y. Plant-specific ALMT transporter family regulates multiple 
physiological functions. 日本農芸化学会 2012 年度大会 , 京都 , 3 月 23-25 日 , 2012 (Sasaki, T., Mori, I.C., 
Furuichi, T., Murata, Y., Yamamoto, Y. Plant-specific ALMT transporter family regulates multiple physiological 
functions. Annual Meeting of the Japan Society for Bioscience, Biotechnology, and Agrochemistry, March 23-25, 
2012, Kyoto)
⑹　佐々木孝行：植物特異的アニオン輸送体の機能多様性と作物生産性向上への応用 . 平成 24年度日本農芸化学会東
北支部シンポジウム「遺伝子解析による実用研究の新展開」, 秋田 , 6月 30日 , 2012 (Sasaki, T. Functional 
diversity and application to crop production for plant specific ALMT-type anion transporter. Symposium of Tohoku 
Region of the Japan Society for Bioscience, Biotechnology, and Agrochemistry, June 30, 2012, Akita)
⑺　山本洋子・泉洋平・信濃卓郎・中村卓司・岡崎圭毅・佐々木孝行：アルミニウム応答におけるエネルギー代謝の関わり :
アルミニウム耐性の異なるタバコ培養細胞株の比較解析 . 日本土壌肥料学会 , 鳥取 , 9月4-6日 , 2012 (Yamamoto, 
Y., Izumi, Y., Shinano, T., Nakamura, T., Okazaki, K., Sasaki, T. Role of energy metabolism in aluminum responses: 
Comparative studies of tobacco cell lines exhibiting various degrees of aluminum tolerance.  Annual Meeting of 
the Japanese Society of Soil Science and Plant Nutrition. September 4-6, 2012 , Tottori)
⑻　佐々木孝行・有吉美智代・山本洋子：植物 ALMT輸送体機能の比較解析 . 日本土壌肥料学会 , 鳥取 , 9月 4-6日 , 
2012 (Sasaki, T., Ariyoshi, M., Yamamoto, Y. Functional comparison of plant ALMT transporters. Annual Meeting 
of the Japanese Society of Soil Science and Plant Nutrition, September 4-6, 2012, Tottori)
⑼　Sameeullah, M., Sasaki, T., Yamamoto, Y. Role of sucrose transporter (NtSUT1)　under normal growth and Al stress 
conditions in cultured tobacco cells. 日本土壌肥料学会 , 鳥取 , 9月 4-6日 , 2012 (Sameeullah, M., Sasaki, T., 
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Yamamoto, Y. Role of sucrose transporter (NtSUT1) under normal growth and aluminum stress conditions in 
cultured tobacco cells. Annual Meeting of the Japanese Society of Soil Science and Plant Nutrition., September 
4-6, 2012, Tottori)
⑽　矢倉興士・丸山隼人・佐々木孝行・和崎淳：シロバナルーピンのクラスター根から単離した ALMTホモログの解析 . 
日本土壌肥料学会 , 鳥取 , 9月 4-6日 , 2012 (Yakura, K., Maruyama, H., Sasaki, T., Wasaki, J. Analyses of ALMT 
homologue isolated from white lupin. Annual Meeting of the Japanese Society of Soil Science and Plant Nutrition, 
September 4-6, 2012, Tottori)
⑾　苅谷耕輝・佐々木孝行・山本洋子：タバコ培養細胞 BY-2を用いたアルミニウムによる細胞死の解析 . 日本土壌肥料
学会　関西支部会 , 倉敷 , 12月 6日 , 2012 (Kariya, K., Sasaki, T., Yamamoto, Y. Analyses of aluminum-induced 
cell death process in cultured tobacco cell line BY-2. Annual Meeting of Kansai Region of the Japanese Society of 
Soil Science and Plant Nutrition, December 6, 2012, Kurashiki)
⑿　山本洋子・佐々木孝行：エネルギー代謝の制御に基づくストレス耐性作物の開発研究 .  「低炭素社会と食の安全・安
心を統合した環境生命学的研究」研究発表会．－食料生産の持続性を担保する循環的な環境管理システムの構
築－．岡山 , 12月 10日 , 2012 (Yamamoto, Y. and Sasaki, T. Development of stress-tolerance crops, based on the 
control of energy metabolism.  Meeting of “Study of environmental and life Science for integration of low carbon 
society and food security and safety” -Development of environmental managing system which guarantees the 
sustainability of food production-, December 10, 2012, Okayama) 
分子生理機能解析グループ（Group of Molecular and Functional Plant Biology）
⑴　辻伸弥・且原真木・柴坂三根夫：浸透圧ストレス下のイネ科植物根水透過性の制御 . 日本植物生理学会 2012年度年
会 , 京都 , 3月 16-18日 , 2012. (Tsuji, N., Katsuhara M. and Shibasaka, M.: Regulation of root hydraulic conductivity 
in gramineous plants under osmotic stress. Annual Meeting of the Japanese Society of Plant Physiologists. Mar. 16-18, 
2012, Kyoto)
⑵　篠野静香・柴坂三根夫・宇都木繁子・且原真木：第 3の PIPアクアポリンの同定 . 日本植物生理学会 2012年度年会 , 
京都 , 3月 16-18日 , 2012. (Sasano, S., Shibasaka, M., Utsugi, S. and Katsuhara, M.: The Third Type of PIP Aquaporins. 
Annual Meeting of the Japanese Society of Plant Physiologists. Mar. 16-18, 2012, Kyoto)  
⑶　且原真木・辻伸弥・金子智之・柴坂三根夫：オオムギとイネの根水透過性制御と浸透圧ストレス応答 .　第 36回
根研究集会 , 宮城 , 6月 15-16日 , 2012. (Katsuhara, M., Tsuji, N., Kaneko, T. and Shibasaka, M.: Regulation of root 
hydraulic conductivity and response to osmotic stress in rice and barley. 36th Japanese Society of Root Research 
Biannual Meeting, June. 15-16, 2012, Miyagi) 
⑷　信清裕一・柴坂三根夫・且原真木：オオムギにおける Na輸送性 CNGCチャンネルの機能解析 .　日本土壌肥料学会
2012年度鳥取大会 , 鳥取 , 9月 4-5日 , 2012. (Nobukiyo, Y., Shibasaka, M. and Katsuhara, M.: Functional analysis of 
Na-transporting cyclic nucleotide-gated channels (CNGCs) in barley. Annual Meeting of the Japanese Society of Soil 
Science and Plant Nutrition. Sep. 4-6, 2012, Tottori)
⑸　篠野静香・柴坂三根夫・且原真木：イネとオオムギの亜ヒ酸輸送性NIP型アクアポリン . 日本植物学会第 76回大会 ,兵庫 , 
9月 15-17日 , 2012. (Sasano, S., Shibasaka, M., and Katsuhara, M.: As-transporting NIP aquaporins in rice and barley. 
Annual Meeting of the Botanical Society of Japan. Sep. 15-17, 2012, Hyogo)
⑹　松本研人・飯田聡子・且原真木・柴坂三根夫・篠野静香・小菅桂子：水生植物ヤナギモにおける水輸送タンパク質 PIP
の解析 . 日本植物学会第 76回大会 , 兵庫 , 9月 15-17日 , 2012. (Matsumoto, K., Iida, S., Katsuhara, M., Shibasaka, 
M., Sasano, S., and Kosuge, K.: Analysis of water-transporting PIP in aquatic Potamogeton oxyphyllus Miq. Annual 
Meeting of the Botanical Society of Japan. Sep. 15-17, 2012, Hyogo)
環境生物ストレスユニット（Biotic Stress Unit）	
植物・微生物相互作用グループ（Group of Plant-Microbe Interactions）
⑴　中村 由貴・森 泉・鈴木 信弘・金原 和秀・谷 明生：Methylobacterium属細菌の植物への優占化機構の解析．日
本農芸化学会，京都，3 月 22-26 日，2012. (Nakamura, Y., Mori, I.C., Suzuki, N., Kimbara, K. and Tani, A.: 
Mechanism of predomination of Methylobacterium species in phyllosphere. Annual Meeting of Japan Society for 
Bioscience, Biotechnology, and Agrochemistry. Mar. 22-26, 2012, Kyoto)
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⑵　水野 雅之・井口 博之・谷　明生・由里本 博也・阪井 康能：シソに生息する Methylobacterium 属細菌の分布とそ
の特性評価 . 日本農芸化学会大会，京都，3月 22 -26日 , 2012. (Mizuno, T., Iguchi H., Tani, A., Yurimoto, H. and 
Sakai, S.: Distribution and characterization of Methylobacterium spp. on perilla leaves and seeds. Annual meeting 
of the Japanese Society for Bioscience, Biotechnology, and Agrochemistry. Mar. 22-26, 2012, Kyoto)
⑶　田代 晋也・三井 亮司・谷 明生・佐々 健太郎・岩間 智徳・早川 享志・中川 智行・河合 啓一：メチロトローフ細菌
Methylobacterium extorquensのレアアース依存的メタノール代謝における xoxFの機能解析 . 日本農芸化学
会大会，京都，3月 22-26日 , 2012. (Tashiro, S., Mitsui, R., Tani, A., Sasa, K., Iwama, T., Hayakawa T., Nakagawa, 
T. and Kawai, K.: Functional analysis of the xoxF gene in the methanol metabolism depending on the rare-earth 
in the methylotrophic bacteria Methylobacterium extorquens. Annual meeting of the Japanese Society for 
Bioscience, Biotechnology, and Agrochemistry. Mar. 22-26, 2012, Kyoto)
⑷　谷　明生：品種の異なるオオムギに共生するメタノール資化性菌の網羅的ライブラリ作製と宿主生育促進効果の
解析 . 日本農芸化学会大会，京都，3月 22-26日 , 2012. (Tani, A.: Library and plant-growth promotion effect of 
methylotrophic bacteria collected from variety of barley. Annual meeting of the Japanese Society for Bioscience, 
Biotechnology, and Agrochemistry. Mar. 22-26, 2012, Kyoto)
⑸　近藤 秀樹・千葉 壮太郎・梅林 絵里・鈴木 信弘：植物の核ゲノム上に見いだされるマイナス鎖 RNAウイルス様配
列．日本植物病理学会大会，福岡，3月 28-30日，2012． (Kondo, H., Chiba, S., Umebayashi, E. and Suzuki, N.: 
Negative-stranded RNA virus-like sequences found in plant genomic DNAs. The Annual Meeting of the Japanese 
Phytopathological Society. Mar. 28-30, 2012, Fukuoka)
⑹　田中 徹・Sun Liying・千葉 壮太郎・鈴木 信弘：糖鎖付加欠損変異によるハイポウイルス p29蛋白質の多機能性へ
の影響．日本植物病理学会大会，福岡，3月 28-30日，2012． (Tanaka, T., Sun, L., Chiba, S. and Suzuki, N.: 
Effects of glycosylation mutations on multifunctionality of p29 encoded by the prototype hypovirus CHV1-EP713. 
The Annual Meeting of the Japanese Phytopathological Society. Mar. 28-30, 2012, Fukuoka)
⑺　田中 徹：ハイポウイルスとマイコレオウイルスが織りなすダイナミックな相互作用．第 31回岡山病理セミナー，倉敷，5月
19日，2012. (Tanaka,T .: Dynamic interplay between a hypovirus and a mycoreovirus. The 31th Okyama Regional 
Phytopathology Meeting. May.10, 2012, Kurashiki)
⑻　林 諭昕：新規マイコウイルスの性格付けと宿主範囲の検定法の確立．第 31回岡山病理セミナー，倉敷，5月 19
日，2012. ( Lin, Y.-H.: Characterization of novel mycoviruses and development of a method for their host range 
determination. The 31th Okyama Regional Phytopathology Meeting. May.10, 2012, Kurashiki)
⑼　Ana Eusebio-Cope. and Suzuki, N.: Mycoreovirus 1 variants are prone to genome rearrangements in a dcl2 deletion 
mutant of the chestnut blight fungus, Cryphonectria parasitica. 27th Annual Meeting of the Chugoku/Shikoku 
Regional Virology Society. Jun. 23-24, 2012, Yonago.
⑽　田中 徹・鈴木 信弘：ハイポウイルス多機能性蛋白質 p29のレオウイルスゲノム再編成誘導能．第 27回中国四国
ウイルス研究会，米子，6月 23-24日，2012． (Tanaka, T. and Suzuki, N.: Induction of mycoreovirus genome 
rearrangements by a hypovirus multifunctional protein p29. The 27th Annual Meeting of the Chugoku/Shikoku 
Regional Virology Society. Jun. 23-24, Yonago)
⑾　平栗 章弘・植木 尚子・近藤 秀樹・野見山 孝司・一木 (植原 ) 珠樹・佐々木 信光・丹生谷 博・笹谷 孝英：ビッグ
ベイン症を示すレタスから見いだされる２種ウイルスの細胞間移行タンパク質の同定 .　日本植物病理学会，
関東部会．東京， 9月 13-14日，2012. (Hiraguri, A., Ueki, S., Kondo, H., Nomiyama, T., Ichiki-Uehara, T., Sasaki, N., 
Nyunoya, H. and Sasaya, T.: Identification of cell-to-cell movement proteins of two viruses from big-vein disease of 
lettuce. Kntou Division Meeting of the Japanese Phytopathological Society. Sep.13-14 , 2012, Tokyo）
⑿　鈴木 信弘：ウイルスいろいろ：目立たないウイルス、植物の守り神となるウイルス．みちのくウイルス塾，　独立
行政法人国立病院機構仙台医療センター，7月 14-15日，2012．(Suzuki, N. : Diverse viruses: cryptic viruses, 
guardian viruses for plants. The 11th Virus Michinoku Summer School. Sendai Medical Center, Jul. 14-15, 2012, 
Sendai)
⒀　鈴木 信弘：マイコウイルスとヴァイロコントロール．植物感染生理談話会，滋賀，8月 30日 -9月 1日，2012. (Suzuki, 
N.: Mycoviruses and Virocontrol. The 47th PSJ Plant-Microbe Interactions Symposium. Aug .30-Sep.1, 2012, Shiga)
⒁　Lin, Y.-H., Chiba, S., Kondo, H., A, Kanematsu, S. and Suzuki, N.: Effects of defective-interfering RNA on symptom 
induction and replication of a novel partitivirus determined in a heterologous fungal host. 60th Annual Meeting of 
the Japanese Society for Virology. Nov.13-15, 2012, Osaka.
⒂　近藤 秀樹・千葉 壮太郞・鈴木 信弘：マイナス鎖 RNAウイルスの菌類への感染の可能性．第 60回ウイルス学会
学術集会，グランキュ̶ブ大阪（大阪国際会議場），11月 13-15日，2012．(Kondo, H., Chiba, S. and Suzuki, 
N.: Evidence for negative-strand RNA virus infection in fungi. 60th Annual Meeting of the Japanese Society for 
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Virology.Nov.13-15, 2012, Osaka)
植物・昆虫間相互作用グループ（Group of Plant-Insect Interactions）
⑴　Galis, I.: Transcriptional regulation of defense against herbivores in wild tobacco species Nicotiana attenuata. 
Workshop “Jasmonate Signaling and Plant Defense against Insect Herbivores”. Feb. 24, 2012, Kurashiki.
⑵　園田昌司 : 草刈による除草がモモ圃場における昆虫の生物多様性に及ぼす影響について . 農研機構近畿中国四国
農業研究センター問題別研究会虫害分科会 , 福山 , 3月 5-7日 , 2012. (Sonoda, S.: Effects of mowing on insect 
diversity in peach orchards. Mar. 5-7, 2012, Fukuyama)
⑶　Galis, I.: New insights into regulation of jasmonate mediated defense responses against herbivores in tobacco plants. 4th 
Plant Stress Science Symposium. Mar. 8-9, 2012, Kurashiki.
⑷　園田昌司・宮田　正・史　雪岩 : コナガの合成ピレスロイド剤抵抗性に関わるナトリウムチャネルのアミノ酸変異
の頻度－日本、中国、タイ系統の比較－ . 日本農薬学会第 37回大会 , 岡山 , 3月 14-16日 , 2012. (Sonoda, S. 
Miyata, T. and Shi, X.: Frequencies of amino acid mutations in the sodium channel of the diamondback moth in 
China, Thailand and Japan. Mar. 14-16, 2012, Okayama)
⑸　園田昌司 : 殺虫剤抵抗性機構の解析と今後の課題について . 農林水産省薬剤抵抗性病害虫対策検討会 , 東京 , 3月 16
日 , 2012. (Sonoda, S.: Insecticide resistance mechanisms and management. Mar. 16, 2012, Tokyo)
⑹　Galis, I., Oh, Y. and Baldwin, I.T.: Transcriptional regulation of plant defenses against herbivores. 53rd Annual Meeting of 
the Japanese Society of Plant Physiologists. Mar. 16-18, 2012, Kyoto.
⑺　園田昌司・小原洋子・斯欽格日楽・豊島真吾・岸本英成・日本典秀 : 量的塩基配列決定法を用いたモモ圃場におけ
るカブリダニの種構成の推定 . 第 56回日本応用動物昆虫学会大会， 奈良，3月 27-29日 , 2012.  (Sonoda, S., 
Kohara, Y., Siqingerile, Toyoshima, S., Kishimoto, H. and Hinomoto, N.: Phytoseiid mite species composition in 
Japanese peach orchards estimated using quantitative sequencing. Mar. 27-29, 2012, Nara)
⑻　包文学・伊藤政雄・村井　保・奈良井祐隆・園田昌司 : ミナミキイロアザミウマの合成ピレスロイド剤抵抗性機構
について (III). 第 56回日本応用動物昆虫学会大会 , 奈良，3月 27-29日 , 2012. (Bao, W. X., Ito, M., Murai, T., 
Narai, Y. and Sonoda, S.: Pyrethroid resistance mechanisms of the melom thrips, Thrips palmi. Mar. 27-29, 2012, 
Nara)
⑼　包文学・伊藤政雄・村井　保・奈良井祐隆・園田昌司 : ミナミキイロアザミウマのピレスロイド剤抵抗性に関わる
ナトリウムチャネルの変異について . 平成 24年度日本応用動物昆虫学会中国支部・日本昆虫学会中国支部合同
例会 , 岡山 , 10月 12日 , 2012. (Bao, W. X., Ito, M., Murai, T., Narai, Y. and Sonoda, S.: Amino acid mutation in the 
sodium channel involving in pyrethroid resistance of the melom thrips, Thrips palmi. Oct. 12, 2012, Okayama) 
⑽　園田昌司 : コナガの殺虫剤に対する抵抗性および適応機構 . 農研機構九州沖縄農業研究センター九州昆虫セミ
ナー , 熊本 , 10 月 22 日 , 2012. (Sonoda, S.: Resistance and adaptation mechanisms against insecticide in the 
diamondback moth. Oct. 22, 2012, Kumamoto)
⑾　園田昌司 : 難防除害虫の薬剤抵抗性メカニズム . 農研機構野菜茶業研究センター革新的農業技術習得支援事業 (野
菜の難防除害虫の IPM 技術 ), 津 , 10 月 24-26 日 , 2012. (Sonoda, S.: Insecticide resistance mechanisms of 
important pests. Oct. 24-26, 2012, Tsu)
⑿　園田昌司 : コナガのピレスロイド剤抵抗性 . NIASシンポジウムポストゲノム時代の害虫防除研究のあり方 -第 5回
殺虫剤抵抗性問題の最前線 , 東京 , 11月 15日 , 2012. (Sonoda, S.: Pyrethroid resistance of the diamondback 
moth. Nov. 15, 2012, Tokyo)
遺伝資源ユニット（Genetic Resources Unit）	
ゲノム多様性グループ（Group of Genome Diversity）
⑴　佐藤和広・武田和義・金森裕之・松本隆・小松田隆夫：オオムギ種子休眠性 Qsd1の同定 . 日本育種学会講演会 . 宇都宮 , 
3月 29-30日 , 2012. (Sato, K., Takeda, K., Kanamori, H., Matsumoto, T. and Komatsuda, T.:  Identification of grain 
dormancy Qsd1 in barley. Annual Meeting of Japanese Society of Breeding, March 29-30, 2012, Utsunomiya）
⑵　Iehisa, M. Shimizu, A., Sato, K., Nasuda, S. and Takumi, S.: Large scale analysis of mRNAs from seedling leaves and SNP 
detection in Aegilops tauscii. Annual Meeting of Japanese Society of Breeding, March 29-30, 2012, Utsunomiya.
⑶　石井誠・田中裕之・佐藤和広：アゼルバイジャンにおける不斉条オオムギの分布 . 日本育種学会講演会 . 宇都宮 , 
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3月 29-30日 , 2012. (Ishii, M., Tanaka, H. and Sato, K.: Distribution of irregurale row type in Azerbaijan. Annual 
Meeting of Japanese Society of Breeding, March 29-30, 2012, Utsunomiya）
⑷　佐藤和広・元井由加：cDNA解析によるオオムギゲノム育種用 DNAマーカーの開発 . 日本育種学会講演会 . 京都 , 
9月 14-15日 , 2012. (Sato, K., and Motoi, Y.: Development of DNA markers for barley genome breeding by cDNA 
analysis. Annual Meeting of Japanese Society of Breeding, September 14-15, 2012, Kyoto）
⑸　佐藤和広・元井由加：cDNA解析によるオオムギゲノム育種用 DNAマーカーの開発 . 日本育種学会講演会 . 京都 , 
9月 14-15日 , 2012. (Sato, K., and Motoi, Y.: Development of DNA markers for barley genome breeding by cDNA 
analysis. Annual Meeting of Japanese Society of Breeding, September 14-15, 2012, Kyoto）
⑹　最相大輔・藤井美帆・馬建鋒・佐藤和広：オオムギのアルミニウム耐性獲得の進化過程 . 日本育種学会講演会 . 京
都 , 9月 14-15日 , 2012. (Saisho, D., Fujii, M., Ma, J.F. and Sato, K.: Evolutionary process of aluminium tolerance 
acquisition in barley. Annual Meeting of Japanese Society of Breeding, September 14-15, 2012, Kyoto）
⑺　湯尾崇央・金森裕之・松本隆・Lundqvist Udda・佐藤和広・一井眞比古・Jobling A. Stephen・武田真：オオム
ギ短芒遺伝子 lks2のポジショナルクローニング . 日本育種学会講演会 . 京都 , 9月 14-15日 , 2012. (Yuo, T., 
Kanamori, H., Matsumoto, T., Lundqvist, U., Sato, K., Ichii, M., Jobling, A.S. and Taketa, S.: Positional cloning of a 
short awn gene lks2 in barley. Annual Meeting of Japanese Society of Breeding, September 14-15, 2012, Kyoto）
⑻　水野信之・清水顕史・佐藤和広・宅見薫雄・新田みゆき・那須田周平：RNA-seq法による一粒系コムギにおけるSNP探索 . 
京都 , 9月 14-15日 , 2012. (Mizuno, N., Shimizu, A., Sato, K., Takumi, S., Nitta, M., and Nasuda, S.: Detection of 
SNPs by RNA-seq method in Einkorn wheat. Annual Meeting of Japanese Society of Breeding, September 14-15, 
2012, Kyoto）
⑼　佐藤和広： オオムギゲノム配列の概要 . ムギ類研究会 . つくば , 11月 28-29日（Sato, K.: Outline of barley genome 
sequence. Triticeae meeting, November 28-29, 2012, Tsukuba）
遺伝資源機能解析グループ（Group of Genetic Resources and Functions）
⑴　氷見英子・前川雅彦：コムギのフラボノイド系色素合成に関与する anthocyanin synthase (ANS)遺伝子について．
第 121回日本育種学会講演会 , 宇都宮 , 3月 29-30日 , 2012. (Himi, E. and Maekawa, M.: Characterization of 
anthocyanidin synthase (ANS) gene related with flavonoid biosynthesis in wheat. The 121th meeting of Japanese 
Society of Breeding. March 29-30, 2012, Utsunomiya)
⑵　湯尾崇央・佐藤友彦・金森裕之・松本隆・武田　真：オオムギ皮性遺伝子 Nud座周辺 600 kbpの配列及び近縁種に
おけるNudホモログの解析 , 日本育種学会第 121回講演会 , 宇都宮 , 3月 29日 , 2012．育種学研究 14(別 1) p.119. 
(Yuo, T., Sato, T., Kanamori, H., Matsumoto, T. and Taketa, S.: Analysis of 600 kb-contig sequence spanning the 
barley Nud locus and nud homologs from allied species. The 121th meeting of Japanese Society of Breeding. March 
29, 2012, Utsunomiya)
⑶　掛田克行・青海滋行・松田彩乃・武田　真：BSMV-VIGSによるオオムギ Nud遺伝子の発現抑制と皮裸性の変化 . 
日本育種学会第 121回講演会 , 宇都宮 , 3月 30日 , 2012．育種学研究 14(別 1) p.191. (Kakeda, K. Seigai, M., 
Matsuda, A. and Taketa S.: Silencing of the barley Nud gene by BSMV-VICS and alternations in the covered/naked 
caryopsis phenotype. The 121th meeting of Japanese Society of Breeding. March 30, 2012, Utsunomiya)
⑷　氷見英子・武田真・前川雅彦：オオムギのプロアントシアニジン欠失突然変異体 (ant 突然変異体 ) を利用した
種子色が種子休眠に及ぼす影響について．第 122回日本育種学会講演会 , 京都 , 9月 14-15日 , 2012．(Himi, 
E., Taketa, S. and Maekawa, M.: Influence of the grain color on grain dormancy in barley proanthocyanidin-free 
mutants (ant mutants). The 122th meeting of Japanese Society of Breeding. September 14, 2012, Kyoto)
⑸　井上賢彦・大田毅・湯尾崇央・武田真・一谷勝之・河瀬眞琴・福永健二：アワポリフェノール酸化酵素 (PPO) 遺伝
子の 6bp 挿入型変異とその地理的分布．第 122回日本育種学会講演会，京都，9月 14-15日，2012．(Inoue, T., 
Ohta, T., You, T., Taketa, S., Ichitani, K., Kawase, M. and Fukunaga, K.: 6 bp insert variation of polyphenol oxidase 
(PPO) gene in foxtail millet and its geographical distribution. The 122th meeting of Japanese Society of Breeding. 
September 15, 2012, Kyoto)
⑹　湯尾 崇央・金森裕之・松本隆・Lundqvist, U.・佐藤和広・一井眞比古・Jobling, S.A.・武田真：オオムギ短芒遺伝
子 lks2のポジショナルクローニング．第 122回日本育種学会講演会，京都，9月 14-15日，2012．(Yuo, T., 
Kanamori, H., Matsumoto, T., Ludqvist, U., Sato, K., Ichii, M., Jobling, S., Taketa, S.: Positional cloning of a short 
awn gene lks2 in barley. The 122th meeting of Japanese Society of Breeding. September 15, 2012, Kyoto)
⑺　Himi, E.: Influence of the grain color on grain dormancy in wheat and barley. IPSR-Kenya Day, Kurashiki, October 19, 
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2012, Kurashiki
⑻　西村 秀希・氷見 英子：植物研で始めるマイクロアレイ ～依頼から解析まで～．Agilentマイクロアレイ基盤の整備
とマイクロアレイ実験の展望 (2)，倉敷，11月 30日，2012．(Nishimura, H. and Himi, E.: Beginning microarray 
experiments in IPSR ~From request to analysis~. Agilent microarray Workshop, November 30, 2012, Kurashiki)
⑼　氷見英子・武田真：「休眠の強い白粒コムギは出来るのか？～オオムギ ant突然変異体を利用した実験モデル～」．
第 17回穂発芽研究会，九州沖縄農業研究センター 筑後・久留米研究拠点（筑後），福岡県筑後市，12月 18日，
2012．(Himi, E. and Taketa, S.: Could we breed white grain wheat with strong dormancy? From trial experiments 
using barley ant mutants. The 17th dormancy research meeting, December 18, 2012, Chikugo)
野生植物グループ（Group of Wild Plant Science）
⑴　山下 純：大阪市立大学理学部附属植物園に野生するシダ植物と種子植物の種多様性調査と評価 . 第 26回ニッセ
イ財団助成研究ワークショップ , 都市と森の共生をめざして . 大阪 , 1月 7日 , 2012. (Yamashita, J.: Species 
diversity of the vascular plants in the Botanical Gardens of Osaka City University, and its conservasion-biological 
importance. The 26th Nissay Foundation work shop, January 7, 2012, Osaka)
⑵　山下 純・岡崎 純子・植松 千代美：大阪市立大学理学部附属植物園における雑草フロラ～過去と現在～ . 日本雑
草学会第 51回大会 , つくば , 4月 4-5日 , 2012. (Yamashita, J., Okazaki, J. and Uematsu, C.: Weed flora of the 
Botanical Gardens of Osaka City University ～ change of species constitution during the last 50 years ～ . The 51th 
Annual Meeting of Weed Science Society of Japan, April 4-5, 2012, Tsukuba)
ゲノム育種ユニット（Applied Genomics Unit）	
核機能分子解析グループ（Group of Nuclear Genomics）
⑴　長岐清孝・山本真紀・向井康比己・村田稔：動原体特異的ヒストンのネギ属染色体観察への利用～新教材として
の可能性～ . 日本遺伝学会第 84回大会，福岡市，9月 24-26日 , 2012. (Nagaki, K., Yamamoto, M., Yamaji, N., 
Mukai, Y. and Murata, M.: Utilization of CENH3 for chromosome observation in Allium species. Annual meeting of 
Genetics Society of Japan, September 24-26, 2012, Fukuoka)
⑵　村田稔・柴田洋・藤本聡・長岐清孝：シロイヌナズナにおける染色体再編成の誘発とゲノム安定性 . 日本遺伝学会
第 84回大会，福岡市，9月 24-26日 , 2012. (Murata, M., Shibata, F., Fujimoto, S. and Nagaki, K.: Induction of 
chromosomal rearrangements and genome stability in Arabidopsis. Annual meeting of Genetics Society of Japan, 
September 24-26, 2012, Fukuoka)
⑶　長岐清孝・山地直樹・村田稔：染色体観察のための組織免疫染色法の開発 . 染色体学会第 63回年会，旭川市，10
月 5-7 日，2012. (Nagaki, K., Yamaji, N. and Murata, M.: Development of an immunohistochemical method for 
chromosome observation. Annual meeting of Chromosome Society of Japan, October 5-7, 2012, Asahikawa)
⑷　長岐清孝・山地直樹・村田稔：タマネギ根端を材料に用いた組織免疫染色による分裂細胞の 3次元解析 . バイオイ
メージング・インフォマティクス 2012，神戸市，11月 1-2日，2012. (Nagaki, K., Yamaji, N. and Murata, M.: 3D 
analysis of onion cell divisions by an immunohistochemical method. Bio-imaging informatics 2012, November 1-2, 
2012, Kobe)
ゲノム制御グループ（Group of Genome Regulation）
⑴　力石和英：コムギにおけるLEC2様遺伝子の発現解析．第16回穂発芽研究会，女満別，1月26日－27日，2012．(Rikiishi, 
K.: Expression analysis of LEC2 like gene in wheat. The 16th meeting of a Society of Pre-Harvest Sprouting. 
January 26-27, 2012, Memanbetsu)
⑵　力石和英・吉村康弘：国際穂発芽シンポジウム報告．第 16回穂発芽研究会，女満別，1月 26日－ 27日，2012．(Rikiishi, 
K. and Yoshimura, Y. Report of the 12th International Symposium on Pre-Harvest Sprouting in Cereals. The 16th 
meeting of a Society of Pre-Harvest Sprouting. January 26-27, 2012, Memanbetsu)
⑶　氷見英子：種子色と種子休眠性の関連性～オオムギの ant突然変異体を利用して～．第 16回穂発芽研究会，女満別，
1月 26-27日，2012．(Himi, E.: Relationship between grain color and grain dormancy –using barley ant mutants -. 
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The 16th meeting of a Society of Pre-Harvest Sprouting. January 26-27, 2012, Memanbetsu)
⑷　江崎文一・東　藍子：イネ科野生植物メリケンカルカヤの Al耐性の解析と、SAMS及び ABC transporter両遺伝
子の耐性との関連について . 日本植物生理学会年会 , 京都 , 3月 16-18日 , 2012. (Ezaki, B., and Higashi, A.: 
Characterization of Al tolerance in Andropogon virginicus L. and functional evaluation of SAMS gene and ABC 
transporter like gene in Al stress. Annual Meeting of the Japanese Society of Plant Physiologists, March 16-18, 
2012, Kyoto)　
⑸　河野貴文・江崎文一：アラビドプシス AtGST11遺伝子の発現・応答に関わる 4つの転写調節因子の解析 .　日
本植物生理学会年会 , 京都 , 3月 16‐18日 , 2012. (Kouno, T. and Ezaki, B.: Isolation and characterization of 
transcription factors involved in gene-response mechanisms in Arabidopsis thaliana AtGST11 gene. Annual 
Meeting of the Japanese Society of Plant Physiologists, March 16-18, 2012, Kyoto）
⑹　Sasano, S., Shibasaka, M., Utsugi, S. and Katsuhara, M.: Molecular basis of water transport in Barley : The 3rd Type of 
PIP Aquaporins. 第 53回日本植物生理学会年会 , 京都産業大学 , 3月 16－ 18日 , 2012 (Sasano, S., Shibasaka, 
M., Utsugi, S. and Katsuhara, M.: Molecular basis of water transport in Barley : The 3rd Type of PIP Aquaporins. 
Annual Meeting of the Japanese Society of Plant Physiologists, March 16-18, 2012, Kyoto.)
⑺　氷見英子・前川雅彦：コムギのフラボノイド系色素合成に関与する anthocyanidin synthase (ANS)遺伝子について．
第 121回日本育種学会講演会，宇都宮，3月 29-30日，2012．(Himi, E. and Maekawa, M.: Characterization of 
anthocyanidin synthase (ANS) gene related with flavonoid biosynthesis in wheat. 121st Meeting of the Japanese 
Society of Breeding. March 29-30, 2012, Utsunomiya)
⑻　Gichuhi, E.・氷見英子・前川雅彦：Characterization and genotyping of LIA rice line derived from the cross between 
MwM, an African wild species and T-65．第 121回日本育種学会講演会，宇都宮，3月 29-30日，2012．
⑼　前川雅彦・吉田明希子・Ruihong, C.・安野奈緒子・経塚淳子：機能未知遺伝子 TAW1への nDart1挿入系統におけ
る収量増加．第 121回日本育種学会講演会，宇都宮，3月 29-30日，2012．(Maekawa, M., Yoshida A., Ruihong 
C., Yasuno N. and Kyozuka J.: Increase yield in NIL carrying nDart1-inserted TAW1 with unknown function. 121st 
Meeting of the Japanese Society of Breeding. March 29-30, 2012, Utsunomiya)
⑽　氷見英子：コムギの種子色に関与する遺伝子群の単離と解析．第 109回一般社団法人日本女子大学教育文化振興
桜楓会総会，東京，6月 16日，2012．(Himi, E.: Characterization of genes involving in wheat grain color. 109th 
Meeting of the Ofu-Kai for the Promotion of Education and Culture at Japan Women's University. June 16, 2012, 
Tokyo)
⑾　江崎文一・東　藍子・Kottapalli, J.: イネ科野生植物メリケンカルカヤの高 Al耐性機構の解析 . 日本土壌肥料学会
年会 , 鳥取 , 9月 4‐7日 , 2012.（Ezaki, B., Higashi, A. and Kottapalli, J.: Al tolerance mechanisms in a poaceae 
wild plant, Andropogon. Annual Meeting of the Japanese Society of Soil Science and Plant Nutrition, September 
4-7, 2012, Tottori）
⑿　氷見英子・武田真・前川雅彦：オオムギのプロアントシアニジン欠失突然変異体 (ant 突然変異体 ) を利用した種
子色が種子休眠に及ぼす影響について．第 122回日本育種学会講演会，京都，9月 14-15日，2012．(Himi, 
E., Takata, S. and Maekawa, M.: Influence of the grain color on grain dormancy in barley proanthocyanidin-free 
mutants (ant mutants). 122nd Meeting of the Japanese Society of Breeding. September 14-15, 2012, Kyoto)
⒀　Gichuhi, E., Himi, E., Takahashi, H. and Maekawa, M.: Identification of QTLs underlying important agronomic traits for 
low input adaptability in LIA-1, derived from a cross between Oryza longistaminata and T-65. 第 122回日本育
種学会講演会，京都，9月 14-15日，2012．
⒁　西村秀希・氷見英子・飯田滋・栂根一夫・前川雅彦：コシヒカリ nDart1-0タグラインの育成．第 122回日本育
種学会講演会，京都，9月 14-15日，2012．(Nishimura, H., Himi, E., Iida, S., Tsugane, K. and Maekawa, M.: 
Development of nDart1-0 line in Koshihikari. 122nd Meeting of the Japanese Society of Breeding. September 14-
15, 2012, Kyoto)
⒂　栂根一夫・殷彰顥・高木恭子・栂根美佳・飯田滋・前川雅彦：イネ内在性 DNA トランスポゾン nDart のエピジェ
ネティックな転移活性の制御．第 122回日本育種学会講演会，京都，9月 14-15日，2012．(Tsugane K., Eun C., 
Takagi K., Tsugane M., Iida S. and Maekawa, M.: IActivation and epigenetic regulation of DNA transposon nDart1 
in rice. 122nd Meeting of the Japanese Society of Breeding. September 14-15, 2012, Kyoto)
⒃　Gichuhi, E.: QTL analysis for important characters in LIA rice and utilization of LIA rice characters in Basmati rice. 
IPSR-Kenya Day, Kurashiki, Oct. 19, 2012.
⒄　Himi, E.: Influence of the grain color on grain dormancy in wheat and barley. IPSR-Kenya Day, October 19, 2012, 
Kurashiki
⒅　西村 秀希・氷見 英子：植物研で始めるマイクロアレイ ～依頼から解析まで～．Agilentマイクロアレイ基盤の整
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備とマイクロアレイ実験の展望 （２），倉敷，11月 30日，2012．(Nishimura, H., and Himi, E.: How to start a 
microarray analysis in the IPSR. -from application to analysis- Development of Agilent microarray system and view 
of the micro array experiments. November 30, 2012, Kurashiki)
⒆　江崎文一・東　藍子・高橋憲公・西内　巧・Kottapalli, J.: イネ科メリケンカルカヤの Al耐性機構と耐性関連の
SAMS、ABC-transporter遺伝子の解析 土壌肥料学会関西土壌肥料支部会及び協議会 , 倉敷 , 12月 6－ 7日 , 
2012.（Ezaki, B., Higashi, A., Takahashi, K., Nishiuchi, T. and Kottapalli, J.: Tolerance mechanisms and functional 
evaluation of SAMS gene and ABC transporter gene for Al stress in Andropogon, December 6-8, 2012, Kurashiki,）
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研究所員が主催したシンポジウム等
（List of Symposium Superintended by the Member of Institute）
International Plant and Animal Genome XIX
Barley Workshop
January 14, 2012  
Town & Country Hotel, San Diego, USA
Organizers: Alan H. Schulman (MTT & University of Helsinki), Kazuhiro Sato (Okayama University) 
1. A physical map of the barley genome - hub for gene isolation, genome diversity analysis and genome sequencing 
 Nils Stein (Leibniz Institute of Plant Genetics and Crop Plant Research (IPK); I.B.S.C. International Barley 
Sequencing Consortium) 
2. Sequences of 14,600 Gene-Bearing Minimal Tiling Path BACs of Morex Barley 
 Stefano Lonardi (University of California – Riverside) 
3. Frequency and pattern of structural variation in the cultivated and non-cultivated gene-pool of barley as revealed by 
Comparative Genomic Hybridization 
 Maria Munoz-Amatriain (University of Minnesota)
4. Genome-wide transcript profiling of barley rar3 in response to powdery mildew 
 Roger Wise (USDA-ARS / Iowa State University) 
5. Cell-wall based host-and nonhost resistance of barley against powdery mildew 
 Dimitar Douchkov (Leibniz Inst. of Plant Genetics and Crop Plant Res) 
6. Identification of grain dormancy Qsd1 from wild barley 
 Kazuhiro Sato (Okayama University)
共同利用／共同研究拠点ワークショップ
－オオムギリソース整備の方向性－











Workshop supported by Joint Usage/Research Center
– Direction of resource maintenance in barley –
January 31, 2012
IPSR, Okayama University
Organizer: Kazuhiro Sato (IPSR, Okayama University)
1. Triticeae projects at National Institute of Agrobiological Sciences (NIAS)
 T. Komatsuda (NIAS)
2. Triticeae projects at National Agriculture and Food Research Organization (NARO)
 T. Yanagisawa (Institute of Crop Science, NARO)
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3. Joint resources between wheat research and barley research
 S. Takumi (Faculty of Agriculture, Kobe University）
4. Barley research and the direction of resource maintenance
 K. Sato (Institute of Plant Science and Resources, Okayama University)
Workshop supported by Joint Usage/Research Center
– Jasmonate signaling and plant defense against insect herbivores –
February 24, 2012 
IPSR, Okayama University 
Organizers: Ivan Galis (IPSR, Okayama University)
1. Herbivore-induced plant volatiles drive ecological interaction networks
 Junji Takabayashi (Kyoto Univ.)
2. Genetic engineering and ecology of indirect plant defenses
 Gen-Ichiro Arimura (Kyoto Univ.)
3. Interaction among lima beans, spider mites and predatory mites via plant volatiles
 Rika Ozawa (Kyoto Univ.)
4. Transcriptional regulation of defense against herbivores in wild tobacco species Nicotiana attenuata
 Ivan Galis (IPSR, Okayama Univ.)
5. Jasmonate-induced nicotine biosynthesis in tobacco
 Tsubasa Shoji (NAIST)
6. Jasmonoyl isoleucine as a mobile signal to induce systemic wound response in tobacco and tomato
 Hideyuki Matsuura (Hokkaido Univ.)
7. Plant-plant interaction mediated by ecological volatiles
 Kenji Matsui (Yamaguchi Univ.)
8. Final remarks, discussion
共同利用／共同研究拠点ワークショップ
－東日本大震災被災農地の修復に向けて－


















Workshop supported by Joint Usage/Research Center
– Towards recovery of suffered farmland from the Tohoku Earthquake –
February 27, 2012
IPSR, Okayama University
Organizer: Yoko Yamamoto (IPSR, Okayama University)
1. Environmental pollution and effects of radioactivity
 T. Ono (Advanced Science Research Center, Okayama University)
2. Damage situation of agriculture by 3.11 Tohoku Earthquake in Miyagi prefecture and reconstruction support
 K. Nagano (Miayagi Prefectural Government)
3. Effects on the agriculture in Fukushima prefecture by the Tohoku Earthquake and projects to support recovery and 
rebuilding the regional agriculture 
 H. Ohta (Fukushima Prefectural Government）
4. The general situation of farmlands suffered by big Tsunami in Miyagi prefecture
 M. Nansho (Graduate School of Agriculture, Tohoku Univestiy)
5. Caesium absorption feature and search for its transporters in plants
 M. Yamagami (Institute for Environmental Science）
6. Overcoming salt water damage by barley
 K. Sato (Institute of Plant Science and Resources, Okayama University) 
7. Report of preliminary observation at Iitate-Fukuishima and future plans
 J. Yamashita (Institute of Plant Science and Resources, Okayama University)
共同利用／共同研究拠点ワークショップ
－ Agilent マイクロアレイ基盤の整備とマイクロアレイ実験の展望－














Workshop supported by Joint Usage/Research Center
– Development of Agilent microarray infrastructure and the prospects
of microarray experiments –
March 1, 2012,
IPSR, Okayama University
Organizer: Daisuke Saisho (IPSR, Okayama University)
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1. Introduction of how to create a custom array using eArray platform
 Y. Tsumoto (Agilent Technologies)
2. Information infrastructure for the design and analysis of custom arrays- Probe annotation and database integration -
 K. Mochida (RIKEN)
3. Approach for obtaining more reliable microarray data- From sampling to data analysis -
 Y. Nagamura (NIAS)
4. Tissue-specific microarray analysis using the Laser microdissection
 H. Takahashi (Nagoya Univ.)
5. Introduction of  microarray data analysis software GeneSpring GX: Exploration from the several tens of thousand genes:





















７．New insights into regulation of jasmonate-mediated defense responses against herbivores in tobacco plants.
 Ivan Galis（岡山大学資源植物科学研究所）



























Symposium supported by Joint Usage/Research Center
Forth Symposium on Plant Stress Science Research
March 8-9, 2012
Kurashiki Geibunkan
Organizer: Jian Feng Ma, Nubuhiro Suzuki, Wataru Sakamoto (IPSR, Okayama University)
March 8
【Plant Stress・Genetic Resources】
1. Construction and application of RiceXPro, a database of rice gene expression
 Y. Nagamura (National Institute of Agrobiological Sciences)
2. Intragenic heterochromatin controls and epigenetic mutants in Arabidopsis.
 H.Saze (Okinawa Institute of Science and Technology Graduate University)
3. Analyses of plant centromeres and artificial chromosomes.
 K. Nagaki (IPSR, Okayama University)
4. Molecular insights in pyruvate transport across plastid envelope membrane
 T. Furumoto (Hiroshima University)
5. Functional diversity of plant specific ALMT-type anion transporter.
 T. Sasaki (IPSR, Okayama University)
6. Plant hormone network in response to stress
 H. Nakashita (Tokyo Agricultural University)
7. New insights into regulation of jasmonate-mediated defense responses against herbivores in tobacco plants.
 I. Galis (IPSR, Okayama University)
8. Molecular mechanism to regulate substances in the plant organelles (Examples of organellar DNA and starch)
 R. Matsushima (IPSR, Okayama University)
March 9
【Jointed Research】
9. Proteomic analysis of the function of transporters responding to mineral deficiencies
 Y. Fukao (Nara Institute of Science and Technology)
10. Physiological role of a MATE transporter in the nodules of Lotus japonicus under N-deficient condition 
 K. Yazaki (Kyoto University)
11. Chloroplast transformation technology and its practical use for generating stress-resitant plants
 Toru Terachi (Kyoto Sangyo University) 
12. Symbiosis of Mycorrhizae with the achlorophyllous monotropoid plant in Ericaceae
 H. Kaminaka (Tottori University)
13. Analyses for phosphate-deficiency inducible transporters involved in organic acid exudation
 J. Wasaki (Hiroshima Univ.) 
14. Identification of host factors determining the symptoms induced by tobamoviruses in Arabidopsis thaliana
 M. Nishiguchi (Ehime University)
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15. Analysis of Rmo2, a core locus conditioning the resistance of barley to various host-specific subgroups of Magnaporthe 
oryzae
 Gang-Su Hyon（Graduate School of Agricultural Sciences, Kobe University）
16. Function of the circadian clock in the regulation of the photoperiod-dependent responses of plant.
 T. Mizoguchi (Tsukuba University)
17. Unique interactions between mitochondria and plant hormone actions highlighted by comprehensive transcripts 
analyses.
 H. Nakagawa (Hiroshima University)
18. Screening of rice transposon-tagged lines showing specific interaction to environmental microbes.
 H. Takahara (Fac. Biores. Env. Sci., Ishikawa Prefectural University)
19. New aspect of nitrate transporter research in barley
 K. Sueyoshi (Niigata University)
平成 24 年度岡山大学資源植物科学研究所公開講座プログラム







Program of IPSR Open Lectures, Okayama University 2012
May 28, 2012, IPSR
Title: Virus -Mysterious Incomplete Creature-
1. Strategy of pirates: How pathogenic virus spread all over host plant?
 S. Ueki (IPSR, Okayama University)
2. Diverse viruses: beneficial and cryptic ones.
 N. Suzuki (IPSR, Okayama University)
International Seminar on the Development of Insecticide Resistance
and Its Management in the Diamondback Moth
August 27, 2012
Nagoya University
Organizers: Tadashi Miyata (Nagoya University), Toshiharu Tanaka (Nagoya University), Ken Miura (Nagoya University), 
Shoji Sonoda (IPSR, Okayama University), Chieka Minakuchi (Nagoya University)
1. Current situation of insecticide resistance in the diamondback moth in Thailand
 Suprada, S. and Somsak, S. (Pest Management Group, Office of Plant Protection Research and Development, 
Department of Agriculture, Thailand)
2. The insecticide efficacy to field population of the diamondback moth in Thailand
 Somsak, S. et al. (Pest Management Group, Office of Plant Protection Research and Development, Department of 
Agriculture, Thailand)
3. The status and management of DBM resistance to insecticides in China
 Gao, X.-W. (China Agricultural University, China)
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4. Genetic background evaluation: Sharp decline of insecticide resistance under heat stress in insecticide-resistant and 
–susceptible Plutella xylostella
 Zhang, L.-J. et al. (Fujian Agriculture and Forestry University, China)
5. Organophosphate resistance in the laboratory and field strains of the diamondback moth
 Sonoda, S. (IPSR, Okayama University, Japan)
6. IPM for DBM –key tactical strategies for managing resistance in crucifer crop systems
 Sivapragasam, A. et al. (CAB-SEA, Malaysia)
7. Preventing, Delaying, and Managing Resistance of Diamondback Moth: A Global Effort to Preserve Diamide Chemistry by 
the International Insecticide Resistance Action Committee (IRAC)
 Andaloro, J. T. et al. (DuPont Company, USA)
8. Management of the development of insecticide resistance in the diamondback moth based on mechanism of insecticide 
resistance.
 Miyata, T. et al. (Nagoya University, Japan)
共同利用／共同研究拠点ワークショップ
－植物ホルモンとイオン輸送体の相互理解－

















Workshop supported by Joint Usage/Research Center
– An Interactive Approach to Understanding Plant Hormones and Ion Transporters –
August 31, 2012 
IPSR, Okayama University
Organizers: Izumi C. Mori, Takayuki Sasaki (IPSR, Okayama University)
1. Wheat cell-free synthesis of membrane proteins for functional analysis
 A. Nozawa (Cell-free Science and Technology Research Center, Ehime University)
2. Transport and regulation of root exudates involved in active uptake of sparingly available P
 J. Wasaki (Graduate School of Biosphere Science, Hiroshima University)
3. Membrane transporters in nodules of Lotus japonicas
 K. Takanashi (Research Institute for Sustainable Humanosphere, Kyoto University)
4. Comprehensive high-sensitivity analysis of plant hormones
 Y. Zikumaru (Department of Biosciences, Teikyo University)
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5. Homonome of wheat seeds
 T. Matsuura (Institute of Plant Science and Resources , Okayama University)
6. Regulation of plasma membrane proton pump activity in elongation
 K. Takahashi (Graduate School of Science, Nagoya University)
7. Mechanism of plasma membrane ion channel regulation in guard cells
 S. Munemasa (Graduate School of Environmental and Life Science, Okayama University)
日本育種学会 2012 年秋季大会ワークショップ















Workshop of 2012 Autumn Meeting, Japanese Society of Breeding
September 14, 2012, Kyoto Sangyo University
Current status and prospects for education in breeding science 
Organizers: Kazuhiro Sato (Okayama University), Kiichi Fukui (Osaka University)
1. Textbook in the education of plant breeding
 Y. Ukai (University of Tokyo)
2. Proposal from my experience in editing a book "Shokubutsu-Ikushugaku-Kakuron"
 K. Hinata (Tohoku University)
3. Role of cytogenetics for plant breeding
 H. Tsujimoto (Arid Research Center, Tottori University)
4. Problems and proposal from "Plant Genetics and Breeding"
 Y. Mukai (Osaka Kyoiku University)
5. Proposal from 'Plant Molecular Breeding'
 M. Suzuki (Hokkaido University)
Panel Discussion: Chairpersons : Kazuhiro Sato (Okayama University), Kiichi Fukui (Osaka University)
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日本育種学会第 54 回シンポジウム











 柴　博史 1・日野沙由理 2・桂　奈津美 2・五十嵐香理 3・藤橋　大祐 3・堀内　映実 4・鈴木　穣 4・矢野健太郎 4・
磯貝　彰 2・高山　誠司 2（1 茨城大学理学部 , 2 奈良先端科学技術大学院大学バイオサイエンス研究科 , 3 明治大
学農学部 , 4 東京大学新領域創成科学研究科）
５．新しい植物デザイン技術と植物育種への利用
 江面　浩（筑波大学）
The 54th Symposium of the Japanese Society of Breeding
September 14, 2012, Kyoto Sangyo University
Epimutagenesis and its application for next generation breeding
Organizers: Masahiko Maekawa (IPSR, Okatama Univ.), Akira Kanazawa (Grad. Sch. Agr., Hokkaido Univ.), Nobuhiro 
Tsutsumi (Grad. Sch Agr. Life Sci., Univ. Tokyo)
1. Re-silencing of FWA by RdDM and possible application to NBT
 T. Kinoshita (Nara Inst. Sci Tec.)
2. Manipulation of epigenome for crop breeding
 Y. Habu (NIAS)
3. Engineering novel traits via epigenetic control for gene expression
 A. Kanazawa and M. Kasai (Hokkaido Univ.)
4. Whole genome analysis for identification of gene expression changes in two Arabidopsis ecotypes and their reciprocal hybrids
 H. Shiba (Ibaraki Univ.) et al.
5. New plant design techniques and its application in plant breeding
 H. Ezura (Univ. Tsukuba)
植物生体膜シンポジウム













The Symposium of Plant Biomembranes
September 15, 2012
University of Hyogo, Himeji Shosha Campus
Theme: Calcium Signaling in Plants
Organizers: Izumi Mori (IPSR, Okayama Univ.), Yoshiyuki Murata (Env. Life Sci., Okayama Univ.)
Maki Katsuhara (IPSR, Okayama Univ.)
1. Light response and calcium signaling
 A. Harada (Osaka Medical College)
2. Calcium signaling that regulates stomatal movements
 S. Munemasa (Okayama University)
3. Mechanical stimulation and calcium signaling
 T. Kaneko (Okayama University)
4. Calcium signaling in plants - Characean cells as an experimental model -
 M. Kikuyama (Niigata University)
共同利用／共同研究拠点ワークショップ
– Agilent マイクロアレイ基盤の整備とマイクロアレイ実験の展望 (2) –














Workshop supported by Joint Usage/Research Center
– Development of Agilent microarray infrastructure and the prospects
of microarray experiments (2) –
November 30, 2012
IPSR, Okayama University
Organizer: Daisuke Saisho (IPSR, Okayama University)
1. Transcriptome analysis of non-model organisms: RNA-seq or microarray?
 H. Bono (DBCLS)
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2. Development of genetic information infrastructure using NGS
 J. Katayama (life technologies)
3. DNA microarray@ NGS era: Flexibility of custom-designed DNA microarray and Relationship between the microarray and 
NGS
 Y. Tsumoto (Agilent technologies)
4. Transcriptome analysis of silkworm
 H. Tabunoki (Meiji Pharmaceutical Univ.)
5. DNA microarray inflastructure in IPSR: From request to analysis




（List of Joint Projects at the Joint Usage/ Research Center）
研究所教員名
（Corresponding staff）













（Relationship of plastid differentiation with the movement and positioning for an escape from light 
stress）
島根大学・生物資源科学部




（Analysis of redox signal  transduction using Arabidoposis APX mutant）
大阪大学・大学院理学研究科






（Co-localization of mitochondria and chloroplasts and its physiological relevance to stresses in 
Arabidopsis mesophyll cells）
京都産業大学・総合生命科学部




（Chloroplast transformation technology and its practical use for generating stress-resitant plants）
坂本　　亘・
松島　　良 
（Sakamoto, W. and 
Matsushima, R.）
鳥取大学・農学部


















（Plant hormone responses of seaweeds under environemtal stress conditions）
北海道大学・大学院理学研究院






（Studies on Plant Nutrient Signaling Regulated by Abscisic Acid）
静岡県立大学・生活健康科学研究科
（University of Shizuoka, Graduate School of 






（Research on pH stress response in plant）
九州大学・大学院農学研究院






（Functional differentiation of Plant EIL transcription factor）
岡山大学・自然科学研究科










 （Hirayama, T. and 
Mori, I.）
広島大学・ 生物圏科学研究科







（Analysis of the effects of mitochondrial dysfunction on environmental stress responses）
岡山大学・異分野融合先端研究コア

















（Studies on Ca2+ signaling mechanisms in light stress）
国立環境研究所・生物・生態系環境研究センター
（National Institute for Environmental Studies, 



















（Enhanced crop B stress tolerance by increasing expression level of B transporters）
横浜市立大学・木原生物学研究所




（Functional analysis of wheat ABC transporter TaMRP-D1）
名古屋大学・大学院理学研究科




（Analysis of gene expression in stomatal guard cells in response to drought stress and day length）
島根大学・生物資源科学部







（Functional characterization of novel arsenic and cadmium transporters）
山本 洋子・
佐々木 孝行 
（Yamamoto, Y. and 
Sasaki, T.）
京都大学・生存圏研究所







（Physiological roles of ALMT functioning in nodules of Lotus japonicus）
広島大学・大学院生物圏科学研究科







（Analyses and applications for transport proteins induced by phosphate-deficiency）
愛媛大学・無細胞生命科学工学研究センター
（Ehime University, Cell-Free Science and 








（Yamamoto, Y. and 
Sasaki, T.）
京都府立大学・大学院生命環境科学研究科
（Kyoto Prefectural University, Graduate School of 
Life and Environmental Sciences）
教授（Professor） 椎名　　隆（Shiina, T.）
植物の病害・ストレス応答と葉緑体 Ca2＋シグナル
（Biotic and abiotic stress responses in plants and chloroplast Ca2+ signaling）
佐々木 孝行・
山本 洋子
（Sasaki, T. and 
Yamamoto, Y.）
岡山大学・大学院環境生命科学研究科








（Kyoto Prefectural University, Graduate School of 
Life and Environmental Sciences）
講師（Lecturer） 森田　重人（Morita, S.）
イネのカリウム /ナトリウム輸送体 HKTと HAKの耐塩性における機能の解析
（Functional analysis of potassium and sodium transporter HKTs and HAKs in rice）
信州大学・繊維学部







（Analysis of the ion transport property of sodium/potassium transporters in plants）
名古屋大学・エコトピア科学研究所






（Regulatory mechanisms of the chloride channel activity by phosphorylation）
京都大学・大学院人間・環境学研究科


















植物病原糸状菌 Cryphonectria parasiticaの RASシグナルトランスダクション経路とマイコウ
イルスとの関係
（Exploration of interactions between infection the RAS signaling pathway of their phytopathogenic 
host, Cryphonectria parasitica and mycovirus infecion）
鈴木 信弘・
近藤 秀樹
 （Suzuki, N. and 
Kondo, H.）
愛媛大学・農学部








（Kondo, H. and 
Suzuki, N.）
東京家政大学・家政学部















（Isolation of C1 microorganisms inhabiting phyllosphere, and analysis of plant-microbe interaction）
岐阜大学・応用生物科学部






（Mechanism for metabolic activation by rare-earth elements in methylotrophic bacteria and its 











（Functional analysis of cGMP and cAMP in defense of higher plants against herbivorous insects）
山口大学・大学院医学系研究科








（Sonoda, S. and 
Yamashita, J.）
秋田県果樹試験場
（Fruit-Tree Experiment Station, Akita Prefectural 


























（Identification of structure on complex locus Rmo2 showing various resistance reactions to barley）
金沢大学・学際科学実験センター







（Advanced research in barely on Fusarium resistance gene identified in Arabidopsis）
京都大学・農学研究科

























































（Prefectural University of Hiroshima, Faculty of 






（Varietal variation of PPO genes in foxteil millet and comparison with barley PPO genes）
三重大学・大学院生物資源学研究科




（Function and differentiation of barley covered/naked caryopsis gene (Nud)）
村田　　稔・
長岐　清孝
（Murata, M. and 
Nagaki, K.）
京都大学・大学院農学研究科




（Development of efficient transformation techniques in Triticinae）
長岐　清孝・
村田　　稔
（Nagaki, K. and 
Murata, M.）
大阪教育大学・教養学科




（Analysis of centromeric DNA sequences and construction of artificial chromosomes in Orchids）
千葉大学・大学院園芸学研究科






（Isolation of centromeric DNAs and development of artificial chromosome in Torenia）
関西福祉科学大学・保健医療学部


















（Ishikawa Prefectural University, Faculty of 
Bioresources and Environmental Sciences）
教授 (Professor) 鈴木　正一            (Suzuki, S.)
イネ内在性トランスポゾンを用いた白未熟粒関連遺伝子の単離
（Isolation of genes related to milky white kernels in rice）
石川県立大学・生物資源環境学部
（Ishikawa Prefectural University, Faculty of 
Bioresources and Environmental Sciences）
教授 (Professor) 関根　政実         (Sekine, M.)
イネ内在性トランスポゾンを用いた新奇植物ホルモン関連遺伝子の単離
（Isolation of a gene related to plant hormone signaling in rice）
基礎生物学研究所







（Development of environmental stress- tolerant rice by reverse genetic method using endogenous 
DNA transposon）
東京大学・大学院農学生命科学研究科
（University of Tokyo, Graduate School of 
Agricultural and Life Sciences）
教授 (Professor) 長戸　康郎         (Nagato, Y.)
イネの温度ストレス感受性変異体の解析





（Ishikawa Prefectural University, Faculty of 










（Kibi International University, Research Institute of 
Health and Welfare）
講師 (Lecturer) 元田　弘敏(Motoda, H.)
Funaria hygrometria（ヒョウタンゴケ）の高い金属資源蓄積機構に関する研究
（High accumulation mechanism of metal-resources in Funaria hygrometria）
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